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SEQUENCE LISTING 

<110> Adra, Chaker 
i 

<120> GRANULOCYTE SUBTYPE-SELECTIVE RECEPTORS AND ION CHANNELS AND USES 
THEREOF 

<130> A0852 . 70000WO00 

<140> Not yet assigned 
<141> 2005-03-03 

<150> 60/549,865 
<151> 2004-03-03 

<160> 31 

<170> Patentln version 3.3 

<210> 1 

<211> 557 

<212> DNA 

<213> Homo sapiens 

<400> 1 



tttttttttt 


tgtggaaaga 


tgataggttt 


atagtgactc 


aaaatatttt 


agaaaaattt 


60 


ctgtagtgtc 


aagttctttc 


aaacttaaaa 


ttttaacccc 


agaggatttt 


cgctgaataa 


120 


atgagaattg 


gctctatttc 


ttctacttct 


ggatagcccg agtaaaaata 

i. 


ctaataattt 


180 


ctagatttta 


gtggggaact 


acaattatta 


:-.V 

ggacccatgg atattgctgc 


agttcaaata 


240 


caatacagta 


attacaaaat 


atagaccatc 


tctttacaaa 


tacaaattat 


agtatattac 

• 


300 


aagtcatgta 


cagtaaatct 


ataattttaa 


acaaactagt 


gtatctaagt 


ttacctggtt 


360 


gcgagtgcat 


tattattcca 


gtttacagtt 


gcccttagcg 


tgacagtcag 


aaaccgacca 


420 


tcggagtgat 


attctcttat 


gtaaactggc 


gtcacatcac 


agaaaacctt 


atttatgagg 


480 


tcccattgcc 


ctcgcaataa 


tcactggtag 


ctgggttctg 


acttacttac 


acaccgtatt 


540 


tcagaacagc 


taaacag 






« 




557 



<210> 2 

<211> 1613 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (71) . . (1198) 

<400> 2 

cgggttctac ctgccttgaa gaagacacct gacctgcgga gtgagtgacc agtgtttcca 60 

gagcctggca atg gat gcc att cac ate ggc atg tec age ace ccc ctg 109 

Met Asp Ala lie His lie Gly Met Ser Ser Thr Pro Leu 
1 .5 10 



i 



WO 2005/08585 1 PCT/US2005/0075 1 9 

-2- 

gtg aag cac act get ggg get ggg etc aag gec aac aga ccc cgc gtc 157 

Val Lys His Thr Ala Gly Ala Gly Leu Lys Ala Asn Arg Pro Arg Val 
15 20 25 

atg tec aag agt ggg cac age aac gtg aga att gac aaa gtg gat ggc 205 

Met Ser Lys Ser Gly His Ser Asn. Val Arg He Asp Lys Val Asp Gly 
30 35 40 45 

ata tac eta etc tac ctg caa gac ctg tgg acc aca gtt ate gac atg 253 

He Tyr Leu Leu Tyr Leu Gin Asp Leu Trp Thr Thr Val He Asp Met 

50 55 60 

aag tgg aga tac aaa etc acc ctg ttc get gee act ttt gtg atg acc 3 01 

Lys Trp Arg Tyr Lys Leu Thr Leu Phe Ala Ala Thr Phe Val Met Thr 

65 70 75 

tgg ttc ctt ttt gga gtc ate tac tat gee ate gcg ttt att cat ggg 34 9 

Trp Phe Leu Phe Gly Val lie Tyr Tyr Ala He Ala Phe He His Gly 
80 85 90 

gac tta gaa ccc gat gag ccc att tea aat cat acc ccc tgc ate atg 3 97 

Asp Leu Glu Pro Asp Glu Pro He Ser Asn His Thr Pro Cys He Met 
95 100 105 

aaa gtg gac tct etc act ggg gcg ttt etc ttt tec ctg gaa tec cag 445 

Lys Val Asp Ser Leu Thr Gly Ala Phe Leu Phe Ser Leu Glu Ser Gin 
110 115 120 125 

aca acc att ggc tat gga gtc cgt tec ate aca gag gaa tgt cct cat 4 93 

Thr Thr He Gly Tyr Gly Val Arg Ser He Thr Glu Glu Cys Pro His 

130 135 140 

gee ate ttc ctg ttg gtt get cag ttg gtc ate acg acc ttg att gag 541 

Ala He Phe Leu Leu Val Ala Gin Leu Val He Thr Thr Leu He Glu 

145 150 155 

ate ttc ate acc gga acc ttc ctg gee aaa ate gee aga ccc aaa aag 589 

He Phe He Thr Gly Thr Phe Leu Ala Lys He Ala Arg Pro Lys Lys 
160 165 170 

egg get gag acc ate aag ttc age cac tgt gca gtc ate acc aag cag 63 7 

Arg Ala Glu Thr He Lys Phe Ser His Cys Ala Val He Thr Lys Gin 
175 180 185 

aat ggg aag ctg tgc ttg gtg att cag gta gee aat atg agg aag age 685 

Asn Gly Lys Leu Cys Leu Val He Gin Val Ala Asn Met Arg Lys Ser 
190 195 200 205 

etc ttg att cag tgc cag etc tct ggc aag etc ctg cag acc cac gtc 73 3 

Leu Leu He Gin Cys Gin Leu Ser Gly Lys Leu Leu Gin Thr His Val 

210 215 220 

acc aag gag ggg gag egg att etc etc aac caa gee act gtc aaa ttc 7 81 

Thr Lys Glu Gly Glu Arg He Leu Leu Asn Gin Ala Thr Val Lys Phe 

225 230 235 

cac gtg gac tec tec tct gag age ccc ttc etc att ctg ccc atg aca 82 9 

His Val Asp Ser Ser Ser Glu Ser Pro Phe Leu He Leu Pro Met Thr 
240 245 250 



ttc tac cat gtg ctg gat gag acg age ccc ctg aga gac etc aca ccc 
Phe Tyr His Val Leu Asp Glu Thr Ser Pro Leu Arg Asp Leu Thr Pro 



877 
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255 260 265 

caa aac eta aag gag aag gag ttt gag ctt gtg gtc etc etc aat gee 925 

Gin Asn Leu Lys Glu Lys Glu Phe Glu Leu Val Val Leu Leu Asn Ala 

270 275 280 285 

act gtg gaa tec acc age get gtc tgc cag age cga aca tct tat ate 973 

Thr Val Glu Ser Thr Ser Ala Val Cys Gin Ser Arg Thr Ser Tyr lie 

290 295 300 

cca gag gaa ate tac tgg ggt ttt gag ttt gtg cct gtg gta tct etc 1021 

Pro Glu Glu lie Tyr Trp Gly Phe Glu Phe Val Pro Val Val Ser Leu 

305 310 315 

tec aaa aat gga aaa tat gtg get gat ttc agt cag ttt gaa cag att 1069 

Ser Lys Asn Gly Lys Tyr Val Ala Asp Phe Ser Gin Phe Glu Gin lie 
320 325 330 

egg aaa age cca gat tgc aca ttt tac tgt gca gat tct gag aaa cag 1117 

Arg Lys Ser Pro Asp Cys Thr Phe Tyr Cys Ala Asp Ser Glu Lys Gin 
335 340 345 

caa etc gag gag aag tac agg cag gag gat cag agg gaa aga gaa ctg 1165 
Gin Leu Glu Glu Lys Tyr Arg Gin Glu Asp Gin Arg Glu Arg Glu Leu 

350 355 360 365 

agg aca ctt tta tta caa cag age aat gtc tga tcacaggggc gccatccagg 1218 
Arg Thr Leu Leu Leu Gin Gin Ser Asn Val 





370 




375 








tttaaccctg 


caagctgttt 


ccacatcaga 


actcccttca 


aacacaaaga 


ttgctgtgaa 


1278 


aacgaaaatg 


tgtagacgea 


ctctcaaaaa 


ctgcacggac 


atacaaaatc 


aatcttttcc 


1338 


tttgatcttg 


tggctaaacc 


agcatttctg 


tgtttgagag 


atttcctgtt 


aggtgetteg 


1398 


tctgaaagtg 


aactctcata 


attcaaattg 


tataaaataa 


agctacattt 


ctaagagctt 


1458 


ggtgtagggc 


aattggaata 


atgtcctgtt 


agataaacag 


acatttagca 


atgetgacat 


1518 


taaaaggaaa 


tgtatttcta 


tacaagatta 


ttagctgtaa 


tacaagatat 


ttatttaacc 


1578 


aatgacctta 


tggctgagag 


ttgaattgtg 


gttca 






1613 



<210> 3 

<211> 375 

<212> PRT 

<213> Homo sapiens 

<400> 3 

Met Asp Ala lie His He Gly Met Ser Ser Thr Pro Leu Val Lys His 
15 10 15 



Thr Ala Gly Ala Gly Leu Lys Ala Asn Arg Pro Arg Val Met Ser Lys 

20 25 30 



Ser Gly His Ser Asn Val Arg He Asp Lys Val Asp Gly He Tyr Leu 
35 40 45 
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Leu Tyr Leu Gin 
50 



Tyr Lys Leu Thr 
65 



Phe Gly Val lie 



Pro Asp Glu Pro 

100 



Ser Leu Thr Gly 
115 



Gly Tyr Gly Val 
130 



Leu Leu Val Ala 
145 



Thr Gly Thr Phe 



Thr lie Lys Phe 

180 



Leu Cys Leu Val 
195 



Gin Cys Gin Leu 
210 



Gly Glu Arg lie 
225 



Ser Ser Ser Glu 



Val Leu Asp Glu 

260 



Lys Glu Lys Glu 
275 



Asp Leu Trp Thr 
55 



Leu Phe Ala Ala 
70 



Tyr Tyr Ala lie 
85 



lie Ser Asn His 



Ala Phe Leu Phe 

120 



Arg Ser lie Thr 
135 



Gin Leu Val lie 
150 



Leu Ala Lys lie 
165 



Ser His Cys Ala 



lie Gin Val Ala 

200 



Ser Gly Lys Leu 
215 



Leu Leu Asn Gin 
230 



Ser Pro Phe Leu 
245 



Thr Ser Pro Leu 



Phe Glu Leu Val 

280 



-4- 



Thr Val lie Asp 

60 



Thr Phe Val Met 
75 



Ala Phe lie His 
90 



Thr Pro Cys lie 
105 



Ser Leu Glu Ser 



Glu Glu Cys Pro 

140 



Thr Thr Leu lie 
155 



Ala Arg Pro Lys 
170 



Val lie Thr Lys 
185 



Asn Met Arg Lys 



Leu Gin Thr His 

220 



Ala Thr Val Lys 
235 



lie Leu Pro Met 
250 



Arg Asp Leu Thr 
265 



Val Leu Leu Asn 



Met Lys Trp Arg 



Thr Trp Phe Leu 

80 



Gly Asp Leu Glu 
95 



Met Lys Val Asp 
110 



Gin Thr Thr lie 
125 



His Ala lie Phe 



Glu lie Phe lie 

160 



Lys Arg Ala Glu 
175 



Gin Asn Gly Lys 
190 



Ser Leu Leu lie 
205 



Val Thr Lys Glu 



Phe His Val Asp 

240 



Thr Phe Tyr His 
255 



Pro Gin Asn Leu 
270 



Ala Thr Val Glu 
285 
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Ser Thr Ser Ala Val Cys Gin Ser Arg Thr Ser Tyr lie Pro Glu Glu 
290 295 300 



lie Tyr Trp Gly Phe Glu Phe Val Pro Val Val Ser Leu Ser Lys Asn 
305 310 315 320 



Gly Lys Tyr Val Ala Asp Phe Ser Gin Phe Glu Gin lie Arg Lys Ser 

325 330 335 



Pro Asp Cys Thr Phe Tyr Cys Ala Asp Ser Glu Lys Gin Gin Leu Glu 

340 345 350 



Glu Lys Tyr Arg Gin Glu Asp Gin Arg Glu Arg Glu Leu Arg Thr Leu 
355 360 365 



Leu Leu Gin Gin Ser Asn Val 
370 375 



<210> 4 

<211> 5397 

<212> DNA 

<213> Homo sapiens 



<220> 

<221> CDS 

<222> (384) . . (1667) 

<400> 4 

gcgcactgga gccctggcca gcgcgcagcc ttcccggcgc cggcgggctg ggtcttggga 60 

attctggttt gctttggctc actcgctttt tacaaaccac tggatcttac atgcctctgt 12 0 

accccccact tccactccat gtccccatgc tcctgcgcca gcaacaggac atgttctctg 180 

gatgtcagct gagtcattaa agtaactctg catgtcagta gacagacctt ggtagaacca 24 0 

caaggctccc agagacaccc atctctcctc atttttttgg tgtgtgtgtc ttcaccgaac 300 

attcaaaact gtttctccaa agcgttttgc aaaaactcag actgttttcc aaagcagaag 360 

cactggagtc cccagcagaa gcg atg ggc agt gtg cga acc aac cgc tac age 413 

Met Gly Ser Val Arg Thr Asn Arg Tyr Ser 
15 10 

ate gtc tct tea gaa gaa gac ggt atg aag ttg gcc acc atg gca gtt 461 
lie Val Ser Ser Glu Glu Asp Gly Met Lys Leu Ala Thr Met Ala Val 

15 20 25 

gca aat ggc ttt ggg aac ggg aag agt aaa gtc cac acc cga caa cag 50 9 

Ala Asn Gly Phe Gly Asn Gly Lys Ser Lys Val His Thr Arg Gin Gin 

30 35 40 



tgc agg age cgc ttt gtg aag aaa gat ggc cac tgt aat gtt cag ttc 557 
Cys Arg Ser Arg Phe Val Lys Lys Asp Gly His Cys Asn Val Gin Phe 
45 50 55 
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ate aat gtg ggt gag aag ggg caa egg tac etc gca gac ate ttc acc 

He Asn Val Gly Glu Lys Gly Gin Arg Tyr Leu Ala Asp He Phe Thr 
60 65 70 

acg tgt gtg gac att cgc tgg egg tgg atg ctg gtt ate ttc tgc ctg 

Thr Cys Val Asp He Arg Trp Arg Trp Met Leu Val He Phe Cys Leu 

75 80 85 90 

get ttc gtc ctg tea tgg ctg ttt ttt ggc tgt gtg ttt tgg ttg ata 

Ala Phe Val Leu Ser Trp Leu Phe Phe Gly Cys Val Phe Trp Leu He 

95 100 105 



gtg tec gag gtc aac age ttc acg get gee ttc etc ttc tec att gag 
Val Ser Glu Val Asn Ser Phe Thr Ala Ala Phe Leu Phe Ser He Glu 
125 130 135 

acc cag aca acc ata ggc tat ggt ttc aga tgt gtc acg gat gaa tgc 
Thr Gin Thr Thr He Gly Tyr Gly Phe Arg Cys Val Thr Asp Glu Cys 
140 145 150 

cca att get gtt ttc atg gtg gtg ttc cag tea ate gtg ggc tgc ate 
Pro He Ala Val Phe Met Val Val Phe Gin Ser He Val Gly Cys He 
155 160 165 170 



aag aag aga aac gag act ctt gtc ttc agt cac aat gec gtg att gec 
Lys Lys Arg Asn Glu Thr Leu Val Phe Ser His Asn Ala Val He Ala 

190 195 200 



aaa age cac ttg gtg gaa get cat gtt cga gca cag etc etc aaa tec 

Lys Ser His Leu Val Glu Ala His Val Arg Ala Gin Leu Leu Lys Ser 

220 225 230 

aga att act tct gaa ggg gag tat ate cct ctg gat caa ata gac ate 

Arg He Thr Ser Glu Gly Glu Tyr He Pro Leu Asp Gin He Asp He 

235 240 245 250 



605 



653 



701 



get ctg etc cat ggg gac ctg gat gca tec aaa gag ggc aaa get tgt 749 
Ala Leu Leu His Gly Asp Leu Asp Ala Ser Lys Glu Gly Lys Ala Cys 

110 115 120 



797 



845 



893 



ate gat get ttc ate att ggc gca gtc atg gee aag atg gca aag cca 941 
He Asp Ala Phe He He Gly Ala Val Met Ala Lys Met Ala Lys Pro 

175 180 185 



989 



atg aga gac ggc aag ctg tgt ttg atg tgg cga gtg ggc aat ctt egg 1037 
Met Arg Asp Gly Lys Leu Cys Leu Met Trp Arg Val Gly Asn Leu Arg 
205 210 215 



1085 



1133 



aat gtt ggg ttt gac agt gga ate gat cgt ata ttt ctg gtg tec cca 1181 
Asn Val Gly Phe Asp Ser Gly He Asp Arg He Phe Leu Val Ser Pro 

255 260 265 

ate act ata gtc cat gaa ata gat gaa gac agt cct tta tat gat ttg 122 9 

He Thr He Val His Glu He Asp Glu Asp Ser Pro Leu Tyr Asp Leu 

270 275 280 

agt aaa cag gac att gac aac gca gac ttt gaa ate gtg gtc ata ctg 1277 
Ser Lys Gin Asp He Asp Asn Ala Asp Phe Glu He Val Val He Leu 
285 290 295 



gaa ggc atg gtg gaa gec act gec atg acg aca cag tgc cgt age tct 1325 
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Glu Gly Met Val Glu Ala Thr Ala Met Thr Thr Gin Cys Arg Ser Ser 
300 305 310 

tat eta gca aat gaa ate ctg tgg ggc cac cgc tat gag cct gtg etc 1373 
Tyr Leu Ala Asn Glu lie Leu Trp Gly His Arg Tyr Glu Pro Val Leu 
315 320 325 330 

ttt gaa gag aag cac tac tac aaa gtg gac tat tec agg ttc cac aaa 1421 
Phe Glu Glu Lys His Tyr Tyr Lys Val Asp Tyr Ser Arg Phe His Lys 

335 340 345 

act tac gaa gtc ccc aac act ccc ctt tgt agt gee aga gac tta gca 1469 
Thr Tyr Glu Val Pro Asn Thr Pro Leu Cys Ser Ala Arg Asp Leu Ala 

350 355 360 

gaa aag aaa tat ate etc tea aat gca aat tea ttt tgc tat gaa aat 1517 
Glu Lys Lys Tyr lie Leu Ser Asn Ala Asn Ser Phe Cys Tyr Glu Asn 
365 370 375 

gaa gtt gee etc aca age aaa gag gaa gac gac agt gaa aat gga gtt 1565 
Glu Val Ala Leu Thr Ser Lys Glu Glu Asp Asp Ser Glu Asn Gly Val 
380 385 390 

cca gaa age act agt acg gac acg ccc cct gac ata gac ctt cac aac 1613 
Pro Glu Ser Thr Ser Thr Asp Thr Pro Pro Asp lie Asp Leu His Asn 
395 400 405 410 

cag gca agt gta cct eta gag ccc agg ccc tta egg cga gag teg gag 1661 
Gin Ala Ser Val Pro Leu Glu Pro Arg Pro Leu Arg Arg Glu Ser Glu 

415 420 425 

ata tga ctgactgatt ccttctctgg aatagttact ttacaacacg gtctgttggt 1717 
lie 



cagaggccca 


aaacagttat 


acagatgacg 


gtactggtca 


agatgggtca 


ageaagegge 


1777 


cacaagggac 


tgaggcaagc 


acaatggttt 


caaagaaaga 


ctgtaagctc 


catgattagc 


1837 


ataaagcact 


aaccatgtct 


ccatgtgacc 


cgatggcaca 


tagatgttgt 


agaataagtt 


1897 


atgggttttt 


atgttttgtt 


ttgtgttttt 


ccaaaacttg 


aacttgeagg 


caagecttgg 


1957 


ttgggtattt 


gatttatcca 


gaatgettet 


ctttagggaa 


caaggatgtt 


tttaatggca 


2017 


taacaaaggc 


aagactctgc 


cttaattttt 


gaaaagctgc 


taactacatg 


aacacaaatg 


2077 


tgtatttttg 


ttgcagtgta 


gttttccttt 


tgtgtaattt 


taaagtcagt 


gttgaatttt 


2137 


attgaaagct 


catgatgege 


ttcaaagtgg 


caagtatttg 


gctattaact 


gecaaaacaa 


2197 


gagectgatt 


ttttgaggee 


agtaattcgt 


ttgctagaat 


tgattttttt 


tctctctctc 


2257 


tttgttacat 


aagggcatta 


tgtaacacta 


gccgaatggt 


agcctctggg 


ttgttgtttt 


2317 


tttcttttcc 


tccatgatgt 


taatgggtta 


tctcaaattt 


taagttaaac 


tacctaaaat 

* 


2377 


aaataccaaa 


gataatgeat 


atttttgeae 


agtggagctt 


acacttaaaa 


gaaaacaaag 


2437 


ccccatgggc 


tgccttgaaa 


tcaagagaca 


ataactttga 


acctcagcaa 


gaccttgaac 


2497 


cgccggttca 


ttttgeaect 


tattcagaaa 


atagagcatc 


atactcaccg 


agtctagtca 


2557 
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gtgtagtgct 


CLUadaadt L 


4 — +- 1 — »■ 4— /~« .—1 4— *~ 4-^ /~» 

ccgcccutuc 


— * 4>— 4>-» --^ 4t— 4W 4^ 

atgtaact 


i_- L-d i— ' — uaa 


rrrra an^3 a or 


2617 


aagaaagggg 


CaCaCdCdCd 


caataccgac 


**^-4-* 4~* 4— -4 — 4^ 

gt ctatcct t 


+-/-«/-« f— ftp +~ rTrr 
L-t_v— LyL- Layy 


L - d y L y ( - l -yy L - 




caggctcatg 


tgtagugege 


gagatggtga 


LgtdCLCLUd 


LdLLLLLULy 


y y LLLL.LLL 




4 * 4" j".^ i(na 4— 4* 

cttgcacatc 


CCdadd L. LL_d 


4— 4 — 4— f~m 3^33 ~\ 

LtLL-dLddgd 


CaagaLCLLL 




i~ "f - otto rr 


2797 


tggcattctc 


aaaactgagc 


cacccagcac 


gaaagataaa 


uyyy *- eddd 


C* 1 f* f t~ t~ rT/"* 4— f~r f* 
LLLLLyL Ly L. 


2 ft R7 


4>— *- — «« 4— 4— 4— ■— x 4— 4— 

cgaa tic taut 


gectggae ug 


LCdyydCdLC 


accagcccac. 


+- 4— f* Z\ (~* \~ \~ 


yyy d dyd ^-y 


<cS -7 J. / 


cacacctggc 


ctccacactt 


gc tc ttctga 


tcagtctgtc 


+— f~r/—r +— 4- f—x r^t •}— 

tggatugag t 


r~» 4- 3 -3 r 4— ft i~ 
LLLdLdyLy «— 


O Q77 


cagatagggc 


ggcaaatgee 


aaagcaggga 


aacagggagg 


ugcggacaag 


f* f a /— f 4— +- 4— ft a t - 
LLdy LLLydL 


m *7 


gcagcacttc 


agatcaagtg 


cttaggaagg 


agagg aaact 


+- / -, / - i< r-,4-4-4-+-4— +- 
CgCCLLLLUL. 


auggcagagg 


«> U j? / 


atagtaatga 


aaatgtctca 


gtattttagg 


gtcaatgaga 


gecataaaaa 


cataaca taa 


O ±D / 


tcacaagtaa 


aggagataat 


ggtctaaaac 


b^s^ 4 — •*-» 4^~ 4— 4- *~^t 1 

age tat t tec 


./—• 4— 4W ^» 4** 4/— 4— » y — 

cttttctgtg 


4~ /— ^ — ^ 4~" — \ f — ■ 4— +— — « 
UgCdLdCttd 


-3 ^ x / 


tgactgaatg 


tgagctaagc 


attt tctcct 


gtggagccct 


^gagcaggtt 


— i f~% 4- a a ft ft 0 a rt 
aLLddyyddy 


^ *? 7 *7 


gacacattgt 


tttccagaag 


cctcccctgc 


cuggctgacc 


> — r /—* +— 4— /— < ✓— « +— — s j**r 

gccuLgcLdy 


dddLd LddLL 


^ ^ 7 
0 3 j / 


ttttttttct 


cactgaagc t 


caacaatgga 


-5^,4-^4-4-4-4-4-+- 

aCCCLLLttU 


LLLLLLLLLL 


\~ aaf~^"t*aaa <"T 
L-dd L. L, Laday 


"^"i 97 


4— » 4— 4W 4*~ 4-" 4^ 

ctccc tattt 


^■n 4-» — 1 — % 4W 4- ^ 4-» 

gtgaat tctg 


gg at tact ga 


CCLllCllll 


4 — --5 o 4~ 4— f~*e~t o f~% 4— 

LddCLygdgt 


f \~ f* ~i ~i "^i i~ f ~~i 
CL^ddddL-L-d 


J TC J / 


4— 4W j**^ 4— 4-» 4— 

ac tcucttat 


4^ 4W 4 — -^v 4-^ 4— 

ygtaLLataL 


y-« 4~* I - 4^* ^ 4^ i^r 
CUCLyLaty C 


/^i 4— 4— n n 2 ^ ^ O 

LdL L. d dd d d d 


/— i —j it/-» 4- 4- nf" f- r~% 
Ldy lw LLy LLC 


4— a/>ra airst" rr 
i— dy dct LLaty 


^ 7 

_J _J JL / 


4— -~s 4— 4— 4— 4— 4— — ^ 

tattt tgtaa 


actgatgtt t 


gtgatggtcc 


/—1 4— r*x f~*i 4— 4— 4— 4— /^>r 

CL.yy u. t-C l. t_y 


ddCdytOdLd 


+- /— 1 4— »~ra a fff* f 
H_ Ly eta L-y 00 


— ) — » / / 


gtgcctgcaa 


aactacgaca 


+- 4 — 4~ 4 — 4-" /~* /->• 4— /nr 

auLLtcgcLg 


+-4-4—4— j— f /-« /~i 4— 
tLLLCdgLt-t 


4- • 3rra 4- 4- f-na 
U CdydCL Uy d 


4— ftftf 4- 4- ft ft ft a 

t-yyt- *— Lyyy<d 


— > Vj — > / 


aactgaggtg 


4-* 4— --\ 4 — 4— -t— 4— j-* --s ^-5 


tgdaaCdadg 


—\ —j —5 /— t —a c~v -a +— 4- 
dadyayaUy l_ 


Lddy Lddy i—y 


r~rf- 4- /-j +- 4- +- 4-ra/~r 

y L- 1— y l_ i_ l. Ldy 




-4* /—% «^ 4-- 4— 

aLCCadaUgc 


aaaggcaggc 


u u ggga ag g l. 


f~r 4— 4- 4- -j -a a <~t^j f*r 
y LL Ldddy ay 


+- 4— n/-T a r*rrT ra a t" 

1- y y dy y dd u 


L yyyy ctLL y ci 


3757 


4— 4— ^ «^ **\ 

y L ty Laaay a 


a a 3 /~« i - t~ 0 a 
dddt l_ LdCdy 


adydy yLddL. 


a af»f- f— (-rz-rf" 4- /-• 
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tttttaaagt 


gtacatttta 


taaagttfcat 


cagatatttt 


catatttaaa 


gccaaatgta 


4177 


aatagaggtc 


tgtaaagaaa 


aataattgee 


atagaaagta 


taatttcagt 


gcagtaattt 


4237 


ctgagagcta 


gtacctatat 


getaceggtt 


agcatggttt 


tagcaaatat 


ataccagcct 


4297 


tataaggttc 


gtattgetat 


gttcttctgt 


tatttatttc 


agcatggact 


gttcatttga 


4357 


aacctttttc 


tagttattag 


cgttttaaca 


gttacaagct 


ttaaatggca 


attttttttt 


4417 
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aactctgttt 
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dLLddLdddL 
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3 J. / 


gtcacttcat 


attttataat 
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gtaaaagcaa 
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atagctacct 
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ctcttttctg 


gtaattttgg 


5197 


gtttccgctc 


tgggctctgg 


caagttgaac 


aatcctagcc 


attgacaatc 


gtgatagtta 


5257 


ttattttccc 


atttgctgtc 


tttttgtatc 


taaagtcttc 


ctattgtact 


gcacaaacca 


5317 


tggattgtac 


atatttttat 


atattatgtc 


ttattttatt 


atttctaaat 


aaaaaaatta 


5377 


aaaattgaaa 


aaaaaaaaaa 










5397 



<210> 5 

<211> 427 

<212> PRT 

<213> Homo sapiens 

<400> 5 

Met Gly Ser Val Arg Thr Asn Arg Tyr Ser He Val Ser Ser Glu Glu 
15 10 15 

Asp Gly Met Lys Leu Ala Thr Met Ala Val Ala Asn Gly Phe Gly Asn 

20 25 30 

Gly Lys Ser Lys Val His Thr Arg Gin Gin Cys Arg Ser Arg Phe Val 
35 40 45 

Lys Lys Asp Gly His Cys Asn Val Gin Phe lie Asn Val Gly Glu Lys 
50 55 60 



Gly Gin Arg Tyr Leu Ala Asp He Phe Thr Thr Cys Val Asp He Arg 
65 70 75 80 
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Trp Arg Trp Met 



Leu Phe Phe Gly 

100 



Leu Asp Ala Ser 
115 



Phe Thr Ala Ala 
130 



Tyr Gly Phe Arg 
145 



Val Val Phe Gin 



Gly Ala Val Met 

180 



Leu Val Phe Ser 
195 



Cys Leu Met Trp 
210 



Ala His Val Arg 
225 



Glu Tyr lie Pro 



Gly lie Asp Arg 

260 



lie Asp Glu Asp 
275 



Asn Ala Asp Phe 
290 



Thr Ala Met Thr 
305 



Leu Val lie Phe 
85 



Cys Val Phe Trp 



Lys Glu Gly Lys 

120 



Phe Leu Phe Ser 
135 



Cys Val Thr Asp 
150 



Ser lie Val Gly 
165 



Ala Lys Met Ala 



His Asn Ala Val 

200 



Arg Val Gly Asn 
215 



Ala Gin Leu Leu 
230 



Leu Asp Gin lie 
245 



lie Phe Leu Val 



Ser Pro Leu Tyr 

280 



Glu lie Val Val 
295 



Thr Gin Cys Arg 
310 



- 10- 



Cys Leu Ala Phe 
90 



Leu lie Ala Leu 
105 



Ala Cys Val Ser 



He Glu Thr Gin 

140 



Glu Cys Pro He 
155 



Cys lie He Asp 
170 



Lys Pro Lys Lys 
185 



He Ala Met Arg 



Leu Arg Lys Ser 

220 



Lys Ser Arg He 
235 



Asp He Asn Val 
250 



Ser Pro He Thr 
265 



Asp Leu Ser Lys 



He Leu Glu Gly 

300 



Ser Ser Tyr Leu 
315 



Val Leu Ser Trp 
95 



Leu His Gly Asp 
110 



Glu Val Asn Ser 
125 



Thr Thr He Gly 



Ala Val Phe Met 

160 



Ala Phe He He 
175 



Arg Asn Glu Thr 
190 



Asp Gly Lys Leu 
205 



His Leu Val Glu 



Thr Ser Glu Gly 

240 



Gly Phe Asp Ser 
255 



He Val His Glu 
270 



Gin Asp He Asp 
285 



Met Val Glu Ala 



Ala Asn Glu He 

320 



Leu Trp Gly His Arg Tyr Glu Pro Val Leu Phe Glu Glu Lys His Tyr 
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325 330 335 



Tyr Lys Val Asp Tyr Ser Arg Phe His Lys Thr Tyr Glu Val Pro Asn 

340 345 350 



Thr Pro Leu Cys Ser Ala Arg Asp Leu Ala Glu Lys Lys Tyr He Leu 
355 360 365 



Ser Asn Ala Asn Ser Phe Cys Tyr Glu Asn Glu Val Ala Leu Thr Ser 
370 375 380 



Lys Glu Glu Asp Asp Ser Glu Asn Gly Val Pro Glu Ser Thr Ser Thr 
385 390 395 400 



Asp Thr Pro Pro Asp He Asp Leu His Asn Gin Ala Ser Val Pro Leu 

405 410 415 



Glu Pro Arg Pro Leu Arg Arg Glu Ser Glu He 

420 425 



<210> 6 

<211> 2344 

<212> DNA 

<213> Homo sapiens 



<220> 

<221> CDS 

<222> (208) . . (1380) 

<400> 6 

gaaggcgtgg ctccctcccg ggccagtgag cctggcgccg ccgcggccgc gtcccagcag 60 

cggagtaggg cggcggctgc gccccgcacc atgggggcag cccagcccca gccgcggtaa 12 0 

acgccgacct ccgccgccgc ccgcgcccgt ctgccccctc ccgctgcggc tctctggacg 18 0 

ccatcccctc ctcacctcga agccaac atg aag gag acc egg ggc tac gga ggg 234 

Met Lys Glu Thr Arg Gly Tyr Gly Gly 
1 5 

gat gcc ccc ttc tgc acc cgc etc aac cac tec tac aca ggc atg tgg 2 82 

Asp Ala Pro Phe Cys Thr Arg Leu Asn His Ser Tyr Thr Gly Met Trp 
10 15 20 25 

gcg ccc gag cgt tec gcc gag gcg egg ggc aac etc acg cgc cct cca 33 0 

Ala Pro Glu Arg Ser Ala Glu Ala Arg Gly Asn Leu Thr Arg Pro Pro 

30 35 40 

ggg tct ggc gag gat tgc gga teg gtg tec gtg gcc ttc ccg ate acc 378 
Gly Ser Gly Glu Asp Cys Gly Ser Val Ser Val Ala Phe Pro He Thr 

45 50 55 



atg ctg etc act ggt ttc gtg ggc aac gca ctg gcc atg ctg etc gtg 
Met Leu Leu Thr Gly Phe Val Gly Asn Ala Leu Ala Met Leu Leu Val 



426 
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60 65 70 

teg cgc age tac egg cgc egg gag age aag cgc aag aag tec ttc ctg 474 
Ser Arg Ser Tyr Arg Arg Arg Glu Ser Lys Arg Lys Lys Ser Phe Leu 
75 80 85 

ctg tgc ate ggc tgg ctg gcg etc ace gac ctg gtc ggg cag ctt etc 522 
Leu Cys lie Gly Trp Leu Ala Leu Thr Asp Leu Val Gly Gin Leu Leu 
90 95 100 105 

ace acc ccg gtc gtc ate gtc gtg tac ctg tec aag cag cgt tgg gag 57 0 

Thr Thr Pro Val Val lie Val Val Tyr Leu Ser Lys Gin Arg Trp Glu 

110 115 120 

cac ate gac ccg teg ggg egg etc tgc acc ttt ttc ggg ctg acc atg 618 

His lie Asp Pro Ser Gly Arg Leu Cys Thr Phe Phe Gly Leu Thr Met 

125 130 135 

act gtt ttc ggg etc tec teg ttg ttc ate gee age gee atg gee gtc 666 

Thr Val Phe Gly Leu Ser Ser Leu Phe He Ala Ser Ala Met Ala Val 
140 145 150 

gag egg gcg ctg gee ate agg gcg ccg cac tgg tat gcg age cac atg 714 

Glu Arg Ala Leu Ala He Arg Ala Pro His Trp Tyr Ala Ser His Met 
155 160 165 

aag acg cgt gee acc cgc get gtg ctg etc ggc gtg tgg ctg gee gtg 762 

Lys Thr Arg Ala Thr Arg Ala Val Leu Leu Gly Val Trp Leu Ala Val 
170 175 180 185 

etc gee ttc gee ctg ctg ccg gtg ctg ggc gtg ggc cag tac acc gtc 810 

Leu Ala Phe Ala Leu Leu Pro Val Leu Gly Val Gly Gin Tyr Thr Val 

190 195 200 

cag tgg ccc ggg acg tgg tgc ttc ate age acc ggg cga ggg ggc aac 858 

Gin Trp Pro Gly Thr Trp Cys Phe He Ser Thr Gly Arg Gly Gly Asn 

205 210 215 

ggg act age tct teg cat aac tgg ggc aac ctt ttc ttc gee tct gee 90 6 

Gly Thr Ser Ser Ser His Asn Trp Gly Asn Leu Phe Phe Ala Ser Ala 
220 225. 230 

ttt gee ttc ctg ggg etc ttg gcg ctg aca gtc acc ttt tec tgc aac 954 

Phe Ala Phe Leu Gly Leu Leu Ala Leu Thr Val Thr Phe Ser Cys Asn 
235 240 245 

ctg gee acc att aag gee ctg gtg tec cgc tgc egg gee aag gee acg 1002 

Leu Ala Thr He Lys Ala Leu Val Ser Arg Cys Arg Ala Lys Ala Thr 
250 255 260 265 

gca tct cag tec agt gee cag tgg ggc cgc ate acg acc gag acg gee 1050 

Ala Ser Gin Ser Ser Ala Gin Trp Gly Arg He Thr Thr Glu Thr Ala 

270 275 280 

att cag ctt atg ggg ate atg tgc gtg ctg teg gtc tgc tgg tct ccg 1098 

He Gin Leu Met Gly He Met Cys Val Leu Ser Val Cys Trp Ser Pro 

285 290 295 

etc ctg ata atg atg ttg aaa atg ate ttc aat cag aca tea gtt gag 1146 

Leu Leu He Met Met Leu Lys Met He Phe Asn Gin Thr Ser Val Glu 
300 305 310 
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cac tgc aag aca cac acg gag aag cag aaa gaa tgc aac ttc ttc tta 
His Cys. Lys Thr His Thr Glu Lys Gin Lys Glu Cys Asn Phe Phe Leu 
315 320 325 



tac ctg ctg tta aga aag ate ctt ctt cga aag ttt tgc cag ate agg 
Tyr Leu Leu Leu Arg Lys lie Leu Leu Arg Lys Phe Cys Gin He Arg 

350 355 360 

tac cac aca aac aac tat gca tec age tec ace tec tta ccc tgc cag 
Tyr His Thr Asn Asn Tyr Ala Ser Ser Ser Thr Ser Leu Pro Cys Gin 

365 370 375 

tgt tec tea acc ttg atg tgg age gac cat ttg gaa aga taa 
Cys Ser Ser Thr Leu Met Trp Ser Asp His Leu Glu Arg 
380 385 390 



<210> 7 

<211> 390 

<212> PRT 

<213> Homo sapiens 



1194 



ata get gtt cgc ctg get tea ctg aac cag ate ttg gat cct tgg gtt 1242 
He Ala Val Arg Leu Ala Ser Leu Asn Gin lie Leu Asp Pro Trp Val 
330 335 340 345 



1290 



1338 



13 8 0 



tgaaagaacg 


gagttggaca 


ttttattgea 


attcctgett 


ccctgaattt 


gcatatttct 


1440 


tcccacctga 


gaaggataat 


tatatatttt 


aatttggatt 


atttcttcat 


ttttatcttt 


1500 


ttattttaat 


gattgttttg 


tcagtaatac 


ccatggagat 


caactttatt 


attataatcc 


1560 


atgcctctga 


atattagagg 


gtttcttgga 


tgggattttg 


aatatgeatt 


taagaacgtt 


1620 


gggaacaatt 


tcacagatga 


tgattggagg 


aaaagtgatg 


aaaagaaaga 


cctgtgttcc 


1680 


aggagttttc 


tccaacttca 


aacctttacg 


tgaatcttaa 


ccaaagtgga 


catctttaca 


1740 


tttcatgata 


gettgetttt 


gcaatatgag 


tttgaaaaat 


cagtataagc 


ttatgatggt 


1800 


gaaaagtcaa 


catattgaga 


gtgataattc 


aattaatagg 


atatgaactt 


aacgacatat 


1860 


aaaagataaa 


cttaacgaca 


tataaaagca 


aataagggca 


ggagggaatc 


gtgacaaaaa 


1920 


atatttgtgc 


ccaattataa 


ccaatgtttt 


agagatgttg 


tgtccctgtg 


gcttagcatg 


1980 


gaactaaaag 


ttctaagtct 


caattctagt 


tatgtgtcat 


ttagtaactc 


aggaatctgc 


2040 


ttaattgtta 


tttctaagct 


tttgatgaca 


aaggagtgat 


gcagctaagg 


gcatccttgg 


2100 


agtgtcataa 


aaaacaaatt 


tgaggttgaa 


tgattagctg 


ccagttagag 


tgataaaaaa 


2160 


atccaggtag 


gecttctgat 


tcaccatgac 


caagtcagga 


tttcttaata 


tttcttttct 


2220 


ggcagcatat 


acaaaggcaa 


aattaataaa 


taacagttgt 


tgaataacaa 


actttattac 


2280 


gtttttataa 


aataaaagaa 


tctattttgt 


ctgtattaaa 


ataaaaagct 


ttgtggactt 


2340 


ctaa 












2344 



<400> 7 
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Met Lys Glu Thr 
1 



Leu Asn His Ser 

20 



Ala Arg Gly Asn 
35 



Ser Val Ser Val 
50 



Gly Asn Ala Leu 
65 



Glu Ser Lys Arg 



Leu Thr Asp Leu 

100 



Val Tyr Leu Ser 
115 



Leu Cys Thr Phe 
130 



Leu Phe lie Ala 
145 



Ala Pro His Trp 



Val Leu Leu Gly 

180 



Val Leu Gly Val 
195 



Phe lie Ser Thr 
210 



Trp Gly Asn Leu 
225 



Ala Leu Thr Val 



Arg Gly Tyr Gly 

5 



Tyr Thr Gly Met 



Leu Thr Arg Pro 

40 



Ala Phe Pro lie 
55 



Ala Met Leu Leu 
70 



Lys Lys Ser Phe 
85 



Val Gly Gin Leu 



Lys Gin Arg Trp 

120 



Phe Gly Leu Thr 
135 



Ser Ala Met Ala 
150 



Tyr Ala Ser His 
165 



Val Trp Leu Ala 



Gly Gin Tyr Thr 

200 



Gly Arg Gly Gly 
215 



Phe Phe Ala Ser 
230 



Thr Phe Ser Cys 
245 
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Gly Asp Ala Pro 
10 



Trp Ala Pro Glu 
25 



Pro Gly Ser Gly 



Thr Met Leu Leu 

60 



Val Ser Arg Ser 
75 



Leu Leu Cys lie 
90 



Leu Thr Thr Pro 
105 



Glu His lie Asp 



Met Thr Val Phe 

140 



Val Glu Arg Ala 
155 



Met Lys Thr Arg 
170 



Val Leu Ala Phe 
185 



Val Gin Trp Pro 



Asn Gly Thr Ser 

220 



Ala Phe Ala Phe 
235 



Asn Leu Ala Thr 
250 



Phe Cys Thr Arg 
15 



Arg Ser Ala Glu 
30 



Glu Asp Cys Gly 
45 



Thr Gly Phe Val 



Tyr Arg Arg Arg 

80 



Gly Trp Leu Ala 
95 



Val Val He Val 
110 



Pro Ser Gly Arg 
125 



Gly Leu Ser Ser 



Leu Ala He Arg 

160 



Ala Thr Arg Ala 
175 



Ala Leu Leu Pro 
190 



Gly Thr Trp Cys 
205 



Ser Ser His Asn 



Leu Gly Leu Leu 

240 



He Lys Ala Leu 
255 
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Val Ser Arg Cys Arg Ala Lys Ala Thr Ala Ser Gin Ser Ser Ala Gin 

260 265 270 



Trp Gly Arg He Thr Thr Glu Thr Ala He Gin Leu Met Gly He Met 
275 280 285 



Cys Val Leu Ser Val Cys Trp Ser Pro Leu Leu He Met Met Leu Lys 
290 295 300 



Met He Phe Asn Gin Thr Ser Val Glu His Cys Lys Thr His Thr Glu 
305 310 315 320 



Lys Gin Lys Glu Cys Asn Phe Phe Leu He Ala Val Arg Leu Ala Ser 

325 330 335 



Leu Asn Gin He Leu Asp Pro Trp Val Tyr Leu Leu Leu Arg Lys He 

340 345 350 



Leu Leu Arg Lys Phe Cys Gin He Arg Tyr His Thr Asn Asn Tyr Ala 
355 360 365 



Ser Ser Ser Thr Ser Leu Pro Cys Gin Cys Ser Ser Thr Leu Met Trp 
370 375 380 



Ser Asp His Leu Glu Arg 
385 390 



<210> 8 

<211> 3150 

<212> DNA 

<213> Homo sapiens 



<220> 

<221> CDS 

<222> (39) . . (2699) 

<400> 8 

aaaagtttct tttctttgaa tgacagaact acagcata atg cgt ggc ttc aac ctg 56 

Met Arg Gly Phe Asn Leu 
1 5 

etc etc ttc tgg gga tgt tgt gtt atg cac age tgg gaa ggg cac ata 104 
Leu Leu Phe Trp Gly Cys Cys Val Met His Ser Trp Glu Gly His He 

10 15 20 

aga ccc aca egg aaa cca aac aca aag ggt aat aac tgt aga gac agt 152 
Arg Pro Thr Arg Lys Pro Asn Thr Lys Gly Asn Asn Cys Arg Asp Ser 
25 30 35 



acc ttg tgc cca get tat gee ace tgc ace aat aca gtg gac agt tac 



200 
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Thr Leu Cys Pro Ala Tyr Ala Thr Cys Thr Asn Thr Val Asp Ser Tyr 
40 45 50 

tat tgc get tgc aaa caa ggc ttc ctg tec age aat ggg caa aat cac 
Tyr Cys Ala Cys Lys Gin Gly Phe Leu Ser Ser Asn Gly Gin Asn His 
55 60 65 70 

ttc aag gat cca gga gtg cga tgc aaa gat att gat gaa tgt tct caa 
Phe Lys Asp Pro Gly Val Arg Cys Lys Asp lie Asp Glu Cys Ser Gin 

75 80 85 



248 



296 



age ccc cag ccc tgt ggt cct aac tea tec tgc aaa aac ctg tea ggg 344 
Ser Pro Gin Pro Cys Gly Pro Asn Ser Ser Cys Lys Asn Leu Ser Gly 

90 95 100 

agg tac aag tgc age tgt tta gat ggt ttc tct tct ccc act gga aat 3 92 

Arg Tyr Lys Cys Ser Cys Leu Asp Gly Phe Ser Ser Pro Thr Gly Asn 
105 110 115 

gac tgg gtc cca gga aag ccg ggc aat ttc tec tgt act gat ate aat 44 0 

Asp Trp Val Pro Gly Lys Pro Gly Asn Phe Ser Cys Thr Asp lie Asn 
120 125 130 

gag tgc etc acc age age gtc tgc cct gag cat tct gac tgt gtc aac 4 88 

Glu Cys Leu Thr Ser Ser Val Cys Pro Glu His Ser Asp Cys Val Asn 
135 140 145 150 

tec atg gga age tac agt tgc age tgt caa gtt gga ttc ate tct aga 536 
Ser Met Gly Ser Tyr Ser Cys Ser Cys Gin Val Gly Phe lie Ser Arg 

155 160 165 

aac tec acc tgt gaa gac gtg gat gaa tgt gca gat cca aga get tgc 5 84 

Asn Ser Thr Cys Glu Asp Val Asp Glu Cys Ala Asp Pro Arg Ala Cys 

170 175 180 

cca gag cat gca act tgt aat aac act gtt gga aac tac tct tgt ttc 632 
Pro Glu His Ala Thr Cys Asn Asn Thr Val Gly Asn Tyr Ser Cys Phe 
185 190 195 

tgc aac cca gga ttt gaa tec age agt ggc cac ttg agt ttc cag ggt 680 
Cys Asn Pro Gly Phe Glu Ser Ser Ser Gly His Leu Ser Phe Gin Gly 
200 205 210 

etc aaa gca teg tgt gaa gat att gat gaa tgc act gaa atg tgc ccc 72 8 

Leu Lys Ala Ser Cys Glu Asp lie Asp Glu Cys Thr Glu Met Cys Pro 
215 220 225 230 

ate aat tea aca tgc acc aac act cct ggg age tac ttt tgc acc tgc 776 
He Asn Ser Thr Cys Thr Asn Thr Pro Gly Ser Tyr Phe Cys Thr Cys 

235 240 245 

cac cct ggc ttt gca cca age aat gga cag ttg aat ttc aca gac caa 824 
His Pro Gly Phe Ala Pro Ser Asn Gly Gin Leu Asn Phe Thr Asp Gin 

250 255 260 

gga gtg gaa tgt aga gat att gat gag tgc cgc caa gat cca tea acc 872 
Gly Val Glu Cys Arg Asp He Asp Glu Cys Arg Gin Asp Pro Ser Thr 
265 270 275 

tgt ggt cct aat tct ate tgc acc aat gee ctg ggc tec tac age tgt 920 
Cys Gly Pro Asn Ser He Cys Thr Asn Ala Leu Gly Ser Tyr Ser Cys 
280 285 290 
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ggc tgc att gca ggc ttt cat ccc aat cca gaa ggc tec cag aaa gat 968 
Gly Cys lie Ala Gly Phe His Pro Asn Pro Glu Gly Ser Gin Lys Asp 
295 300 305 310 

ggc aac ttc age tgc caa agg gtt etc ttc aaa tgt aag gaa gat gtg 1016 
Gly Asn Phe Ser Cys Gin Arg Val Leu Phe Lys Cys Lys Glu Asp Val 

315 320 325 

ata ccc gat aat aag cag ate cag caa tgc caa gag gga acc gca gtg 1064 
lie Pro Asp Asn Lys Gin lie Gin Gin Cys Gin Glu Gly Thr Ala Val 

330 335 340 

aaa cct gca tat gtc tec ttt tgt gca caa ata aat aac ate ttc age 1112 
Lys Pro Ala Tyr Val Ser Phe Cys Ala Gin lie Asn Asn lie Phe Ser 
345 350 355 

gtt ctg gac aaa gtg tgt gaa aat aaa acg acc gta gtt tct ctg aag 1160 
Val Leu Asp Lys Val Cys Glu Asn Lys Thr Thr Val Val Ser Leu Lys 
360 365 370 

aat aca act gag age ttt gtc cct gtg ctt aaa caa ata tec acg tgg 12 0 8 

Asn Thr Thr Glu Ser Phe Val Pro Val Leu Lys Gin lie Ser Thr Trp 
375 380 385 390 

act aaa ttc acc aag gaa gag acg tec tec ctg gee aca gtc ttc ctg 1256 
Thr Lys Phe Thr Lys Glu Glu Thr Ser Ser Leu Ala Thr Val Phe Leu 

395 400 405 

gag agt gtg gaa age atg aca ctg gca tct ttt tgg aaa ccc tea gca 1304 
Glu Ser Val Glu Ser Met Thr Leu Ala Ser Phe Trp Lys Pro Ser Ala 

410 415 420 



aat ate act ccg get gtt 
Asn lie Thr Pro Ala Val 
425 

gtt ate aac aaa gaa tgc 
Val lie Asn Lys Glu Cys 
440 

gee aag ggg gat aag atg 
Ala Lys Gly Asp Lys Met 
455 460 



egg acg gaa tac tta gac 
Arg Thr Glu Tyr Leu Asp 
430 

agt gaa gag aat gtg acg 
Ser Glu Glu Asn Val Thr 
445 450 

aag ate ggg tgt tec aca 
Lys lie Gly Cys Ser Thr 

465 



att gag age aaa 13 52 

lie Glu Ser Lys 

435 

ttg gac ttg gta 1400 
Leu Asp Leu Val 

att gag gaa tct 144 8 

lie Glu Glu Ser 

470 



gaa tec aca gag acc act ggt gtg get ttt gtc tec ttt gtg ggc atg 14 96 

Glu Ser Thr Glu Thr Thr Gly Val Ala Phe Val Ser Phe Val Gly Met 

475 480 485 

gaa teg gtt tta aat gag cgc ttc ttc aaa gac cac cag get ccc ttg 1544 
Glu Ser Val Leu Asn Glu Arg Phe Phe Lys Asp His Gin Ala Pro Leu 

490 495 500 

acc acc tct gag ate aag ctg aag atg aat tct cga gtc gtt ggg ggc 1592 
Thr Thr Ser Glu lie Lys Leu Lys Met Asn Ser Arg Val Val Gly Gly 
505 510 515 

ata atg act gga gag aag aaa gac ggc ttc tea gat cca ate ate tac 164 0 

lie Met Thr Gly Glu Lys Lys Asp Gly Phe Ser Asp Pro lie lie Tyr 
520 525 530 

i 

act ctg gag aac att cag cca aag cag aag ttt gag agg ccc ate tgt 16 8 8 
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Thr Leu Glu Asn lie Gin Pro Lys Gin Lys Phe Glu Arg Pro He Cys 
535 540 545 550 

gtt tec tgg age act gat gtg aag ggt gga aga tgg aca tec ttt ggc 173 6 

Val Ser Trp Ser Thr Asp Val Lys Gly Gly Arg Trp Thr Ser Phe Gly 

555 560 565 



tgt gtg ate ctg gaa get tct gag aca tat acc ate tgc age tgt 
Cys Val He Leu Glu Ala Ser Glu Thr Tyr Thr lie Cys Ser Cys 

570 575 580 



aat 1784 
s Asn 



cag atg gca aat ctt gee gtt ate atg gcg tct ggg gag etc acg atg 1832 
Gin Met Ala Asn Leu Ala Val lie Met Ala Ser Gly Glu Leu Thr Met 
585 590 595 

gac ttt tec ttg tac ate att age cat gta ggc att ate ate tec ttg 1880 
Asp Phe Ser Leu Tyr He He Ser His Val Gly He He He Ser Leu 
600 605 610 

gtg tgc etc gtc ttg gee ate gee acc ttt ctg ctg tgt cgc tec ate 1928 
Val Cys Leu Val Leu Ala He Ala Thr Phe Leu Leu Cys Arg Ser He 
615 620 625 630 

cga aat cac aac acc tac etc cac ctg cac etc tgc gtg tgt etc etc 1976 
Arg Asn His Asn Thr Tyr Leu His Leu His Leu Cys Val Cys Leu Leu 

635 640 645 

ttg gcg aag act etc ttc etc gee ggt ata cac aag act gac aac aag 2 024 

Leu Ala Lys Thr Leu Phe Leu Ala Gly He His Lys Thr Asp Asn Lys 

650 655 660 

atg ggc tgc gee ate ate gcg ggc ttc ctg cac tac ctt ttc ctt gee 2 072 

Met Gly Cys Ala He He Ala Gly Phe Leu His Tyr Leu Phe Leu Ala 
665 670 675 

tgc ttc ttc tgg atg ctg gtg gag get gtg ata ctg ttc ttg atg gtc 212 0 

Cys Phe Phe Trp Met Leu Val Glu Ala Val He Leu Phe Leu Met Val 
680 685 690 

aga aac ctg aag gtg gtg aat tac ttc age tct cgc aac ate aag atg 2168 
Arg Asn Leu Lys Val Val Asn Tyr Phe Ser Ser Arg Asn He Lys Met 
695 700 705 710 

ctg cac ate tgt gee ttt ggt tat ggg ctg ccg atg ctg gtg gtg gtg 2216 
Leu His He Cys Ala Phe Gly Tyr Gly Leu Pro Met Leu Val Val Val 

715 720 725 

ate tct gee agt gtg cag cca cag ggc tat gga atg cat aat cgc tgc 22 64 

He Ser Ala Ser Val Gin Pro Gin Gly Tyr Gly Met His Asn Arg Cys 

730 735 740 

^99 ctg aat aca gag aca ggg ttc ate tgg agt ttc ttg ggg cca gtt 2312 
Trp Leu Asn Thr Glu Thr Gly Phe He Trp Ser Phe Leu Gly Pro Val 
745 750 755 

tgc aca gtt ata gtg ate aac tec ctt etc ctg acc tgg acc ttg tgg 2360 
Cys Thr Val He Val He Asn Ser Leu Leu Leu Thr Trp Thr Leu Trp 
760 765 770 

ate ctg agg cag agg ctt tec agt gtt aat gee gaa gtc tea acg eta 240 8 

He Leu Arg Gin Arg Leu Ser Ser Val Asn Ala Glu Val Ser Thr Leu 
775 780 785 790 
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aaa gac acc agg tta ctg acc ttc aag gcc ttt gcc cag etc ttc ate 
Lys Asp Thr Arg Leu Leu Thr Phe Lys Ala Phe Ala Gin Leu Phe He 

795 800 805 



2456 



ctg ggc tgc tec tgg gtg ctg ggc att ttt cag att gga cct gtg gca 2 504 

Leu Gly Cys Ser Trp Val Leu Gly He Phe Gin lie Gly Pro Val Ala 

810 815 820 

ggt gtc atg get tac ctg ttc acc ate ate aac age ctg cag ggg gcc 2552 
Gly Val Met Ala Tyr Leu Phe Thr He He Asn Ser Leu Gin Gly Ala 
825 830 835 

ttc ate ttc etc ate cac tgt ctg etc aac ggc cag gta cga gaa gaa 2600 
Phe He Phe Leu He His Cys Leu Leu Asn Gly Gin Val Arg Glu Glu 
840 845 850 

tac aag agg tgg ate act ggg aag acg aag ccc age tec cag tec cag 2 64 8 

Tyr Lys Arg Trp He Thr Gly Lys Thr Lys Pro Ser Ser Gin Ser Gin 
855 860 865 870 

acc tea agg ate ttg ctg tec tec atg cca tec get tec aag acg ggt 2696 
Thr Ser Arg He Leu Leu Ser Ser Met Pro Ser Ala Ser Lys Thr Gly 

875 880 885 

taa agtcctttct tgctttcaaa tatgetatgg agecacagtt gaggacagta 274 9 

gtttcctgea ggagcctacc ctgaaatctc ttctcagctt aacatggaaa tgaggatccc 2 809 

accagcccca gaaccctctg gggaagaatg ttgggggcgg tcttcctgtg gttgtatgca 2869 

ctgatgagaa ateaggegtt tctgctccaa acgaccattt tatcttegtg ctctgcaact 2 92 9 

tcttcaattc cagagtttct gagaacagac ccaaattcaa tggcatgacc aagaacacct 2 98 9 

ggctaccatt ttgttttctc ctgcccttgt tggtgcatgg ttctaagcat gcccctccag 3049 

agectatcat aegectgata cagagaacct ctcaataaat gatttgtege ctgtctgact 3109 

gatttaccct aggaaaaaaa aaaaaaaaaa aaaaaaaaaa a 315 0 

<210> 9 

<211> 886 

<212> PRT 

<213> Homo sapiens 

<400> 9 

Met Arg Gly Phe Asn Leu Leu Leu Phe Trp Gly Cys Cys Val Met His 
15 10 15 

Ser Trp Glu Gly His He Arg Pro Thr Arg Lys Pro Asn Thr Lys Gly 

20 25 30 

Asn Asn Cys Arg Asp Ser Thr Leu Cys Pro Ala Tyr Ala Thr Cys Thr 
35 40 45 



Asn Thr Val Asp Ser Tyr Tyr Cys Ala Cys Lys Gin Gly Phe Leu Ser 
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50 55 60 



Ser Asn Gly Gin Asn His Phe Lys Asp Pro Gly Val Arg Cys Lys Asp 
65 70 75 80 



lie Asp Glu Cys Ser Gin Ser Pro Gin Pro Cys Gly Pro Asn Ser Ser 

85 90 95 



Cys Lys Asn Leu Ser Gly Arg Tyr Lys Cys Ser Cys Leu Asp Gly Phe 

100 105 110 



Ser Ser Pro Thr Gly Asn Asp Trp Val Pro Gly Lys Pro Gly Asn Phe 
115 120 125 



Ser Cys Thr Asp lie Asn Glu Cys Leu Thr Ser Ser Val Cys Pro Glu 
130 135 140 



His Ser Asp Cys Val Asn Ser Met Gly Ser Tyr Ser Cys Ser Cys Gin 
145 150 155 160 



Val Gly Phe lie Ser Arg Asn Ser Thr Cys Glu Asp Val Asp Glu Cys 

165 170 175 



Ala Asp Pro Arg Ala Cys Pro Glu His Ala Thr Cys Asn Asn Thr Val 

180 185 190 



Gly Asn Tyr Ser Cys Phe Cys Asn Pro Gly Phe Glu Ser Ser Ser Gly 
195 200 205 



His Leu Ser Phe Gin Gly Leu Lys Ala Ser Cys Glu Asp lie Asp Glu 
210 215 220 



Cys Thr Glu Met Cys Pro lie Asn Ser Thr Cys Thr Asn Thr Pro Gly 
225 230 235 240 



Ser Tyr Phe Cys Thr Cys His Pro Gly Phe Ala Pro Ser Asn Gly Gin 

245 250 255 



Leu Asn Phe Thr Asp Gin Gly Val Glu Cys Arg Asp lie Asp Glu Cys 

260 265 270 



Arg Gin Asp Pro Ser Thr Cys Gly Pro Asn Ser lie Cys Thr Asn Ala 
275 " 280 285 



Leu Gly Ser Tyr Ser Cys Gly Cys lie Ala Gly Phe His Pro Asn Pro 
290 295 300 
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Glu Gly Ser Gin 
305 



Lys Cys Lys Glu 



Gin Glu Gly Thr 

340 



lie Asn Asn He 
355 



Thr Val Val Ser 
370 



Lys Gin He Ser 
385 



Leu Ala Thr Val 



Phe Trp Lys Pro 

420 



Leu Asp He Glu 
435 



Val Thr Leu Asp 
450 



Ser Thr He Glu 
465 



Val Ser Phe Val 



Asp His Gin Ala 

500 



Ser Arg Val Val 
515 



Ser Asp Pro He 
530 



Lys Asp Gly Asn 
310 



Asp Val He Pro 
325 



Al a Va 1 Lys Pro 



Phe Ser Val Leu 

360 



Leu Lys Asn Thr 
375 



Thr Trp Thr Lys 
390 



Phe Leu Glu Ser 
405 



Ser Ala Asn He 



Ser Lys Val He 

440 



Leu Val Ala Lys 
455 



Glu Ser Glu Ser 
470 



Gly Met Glu Ser 
485 



Pro Leu Thr Thr 



Gly Gly He Met 

52 0 



He Tyr Thr Leu 
535 
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Phe Ser Cys Gin 
315 



Asp Asn Lys Gin 
330 



Ala Tyr Val Ser 
345 



Asp Lys Val Cys 



Thr Glu Ser Phe 

380 



Phe Thr Lys Glu 
395 



Val Glu Ser Met 
410 



Thr Pro Ala Val 
425 



Asn Lys Glu Cys 



Gly Asp Lys Met 

460 



Thr Glu Thr Thr 
475 



Val Leu Asn Glu 
490 



Ser Glu He Lys 
505 



Thr Gly Glu Lys 



Glu Asn He Gin 

540 



Arg Val Leu Phe 

320 



He Gin Gin Cys 
335 



Phe Cys Ala Gin 
350 



Glu Asn Lys Thr 
365 



Val Pro Val Leu 



Glu Thr Ser Ser 

400 



Thr Leu Ala Ser 
415 



Arg Thr Glu Tyr 
430 



Ser Glu Glu Asn 
445 



Lys He Gly Cys 



Gly Val Ala Phe 

480 



Arg Phe Phe Lys 
495 



Leu Lys Met Asn 
510 



Lys Asp Gly Phe 
525 



Pro Lys Gin Lys 



Phe Glu Arg Pro He Cys Val Ser Trp Ser Thr Asp Val Lys Gly Gly 
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545 550 555 560 

Arg Trp Thr Ser Phe Gly Cys Val lie Leu Glu Ala Ser Glu Thr Tyr 

565 570 575 



Thr He Cys Ser Cys Asn Gin Met Ala Asn Leu Ala Val He Met Ala 

580 585 590 



Ser Gly Glu Leu Thr Met Asp Phe Ser Leu Tyr lie He Ser His Val 
595 600 605 

Gly He He He Ser Leu Val Cys Leu Val Leu Ala He Ala Thr Phe 
610 615 620 

Leu Leu Cys Arg Ser He Arg Asn His Asn Thr Tyr Leu His Leu His 
625 630 635 640 

Leu Cys Val Cys Leu Leu Leu Ala Lys Thr Leu Phe Leu Ala Gly He 

645 650 655 



His Lys Thr Asp Asn Lys Met Gly Cys Ala He He Ala Gly Phe Leu 

660 665 670 



His Tyr Leu Phe Leu Ala Cys Phe Phe Trp Met Leu Val Glu Ala Val 
675 680 685 



He Leu Phe Leu Met Val Arg Asn Leu Lys Val Val Asn Tyr Phe Ser 
690 695 700 



Ser Arg Asn He Lys Met Leu His He Cys Ala Phe Gly Tyr Gly Leu 
705 710 715 720 



Pro Met Leu Val Val Val He Ser Ala Ser Val Gin Pro Gin Gly Tyr 

725 730 735 



Gly Met His Asn Arg Cys Trp Leu Asn Thr Glu Thr Gly Phe He Trp 

740 745 750 



Ser Phe Leu Gly Pro Val Cys Thr Val He Val He Asn Ser Leu Leu 
755 760 765 



Leu Thr Trp Thr Leu Trp He Leu Arg Gin Arg Leu Ser Ser Val Asn 
770 775 780 



Ala Glu Val Ser Thr Leu Lys Asp Thr Arg Leu Leu Thr Phe Lys Ala 
785 790 795 800 
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phe Ala Gin Leu Phe lie Leu Gly Cys Ser Trp Val Leu Gly lie Phe 

805 810 815 



Gin lie Gly Pro Val Ala Gly Val Met Ala Tyr Leu Phe Thr lie lie 

820 825 830 



Asn Ser Leu Gin Gly Ala Phe He Phe Leu He His Cys Leu Leu Asn 
835 840 845 



Gly Gin Val Arg Glu Glu Tyr Lys Arg Trp He Thr Gly Lys Thr Lys 
850 855 860 



Pro Ser Ser Gin Ser Gin Thr Ser Arg He Leu Leu Ser Ser Met Pro 
865 870 875 880 



Ser Ala Ser Lys Thr Gly 

885 



<210> 10 

<211> 2428 

<212> DNA 

<213> Homo sapiens 



<220> 

<221> CDS 

<222> (213) . . (1229) 



<400> 10 

agtgttacct tggagcctac aatgagaggt atttcaaaat gagtgaagca tgactctcac 60 

agatgaaggc ctagacgcag gatctttaat gaaaaaacac ttgggccact tcaagacgac 12 0 

aaacgctcac tgggcaaaac accttcactg aaaagagacc tcatattatg caaaaaaaat 18 0 

cttaaaaggc ctctgccttc agaagttaca ag atg ate aat tea acc tec aca 23 3 

Met He Asn Ser Thr Ser Thr 
1 5 

cag cct cca gat gaa tec tgc tct cag aac etc ctg ate act cag cag 2 81 

Gin Pro Pro Asp Glu Ser Cys Ser Gin Asn Leu Leu He Thr Gin Gin 
10 15 20 

ate att cct gtg ctg tac tgt atg gtc ttc att gca gga ate eta etc 329 
He He Pro Val Leu Tyr Cys Met Val Phe He Ala Gly He Leu Leu 
25 30 35 

aat gga gtg tea gga tgg ata ttc ttt tac gtg ccc age tct gag agt 377 
Asn Gly Val Ser Gly Trp He Phe Phe Tyr Val Pro Ser Ser Glu Ser 
40 45 50 55 



ttc ate ate tat etc aag aac att gtt att get gac ttt gtg atg age 
Phe He He Tyr Leu Lys Asn He Val He Ala Asp Phe Val Met Ser 

60 65 70 



425 
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ctg act ttt cct ttc aag ate ctt ggt gac tea ggc ctt ggt ccc tgg 473 
Leu Thr Phe Pro Phe Lys He Leu Gly Asp Ser Gly Leu Gly Pro Trp 

75 80 85 

cag ctg aac gtg ttt gtg tgc agg gtc tct gec gtg etc ttc tac gtc 521 
Gin Leu Asn Val Phe Val Cys Arg Val Ser Ala Val Leu Phe Tyr Val 
90 95 100 

aac atg tac gtc age att gtg ttc ttt ggg etc ate age ttt gac aga 569 
Asn Met Tyr Val Ser He Val Phe Phe Gly Leu He Ser Phe Asp Arg 
105 110 115 

tat tat aaa att gta aag cct ctt tgg act tct ttc ate cag tea gtg 617 
Tyr Tyr Lys He Val Lys Pro Leu Trp Thr Ser Phe He Gin Ser Val 
120 125 130 135 

agt tac age aaa ctt ctg tea gtg ata gta tgg atg etc atg etc etc 665 
Ser Tyr Ser Lys Leu Leu Ser Val He Val Trp Met Leu Met Leu Leu 

140 145 150 

ctt get gtt cca aat att att etc acc aac cag agt gtt agg gag gtt 713 
Leu Ala Val Pro Asn He He Leu Thr Asn Gin Ser Val Arg Glu Val 

155 160 165 

aca caa ata aaa tgt ata gaa ctg aaa agt gaa ctg gga egg aag tgg 7 61 

Thr Gin He Lys Cys He Glu Leu Lys Ser Glu Leu Gly Arg Lys Trp 
170 175 180 

cac aaa gca tea aac tac ate ttc gtg gee ate ttc tgg att gtg ttt 8 09 

His Lys Ala Ser Asn Tyr He Phe Val Ala He Phe Trp He Val Phe 
185 190 195 

ctt ttg tta ate gtt ttc tat act get ate aca aag aaa ate ttt aag 857 
Leu Leu Leu He Val Phe Tyr Thr Ala He Thr Lys Lys He Phe Lys 
200 205 210 215 

tec cac ctt aag tea agt egg aat tec act teg gtc aaa aag aaa tct 905 
Ser His Leu Lys Ser Ser Arg Asn Ser Thr Ser Val Lys Lys Lys Ser 

220 225 230 

age cgc aac ata ttc age ate gtg ttt gtg ttt ttt gtc tgt ttt gta 953 
Ser Arg Asn He Phe Ser He Val Phe Val Phe Phe Val Cys Phe Val 

235 240 245 

cct tac cat att gec aga ate ccc tac aca aag agt cag acc gaa get 1001 
Pro Tyr His He Ala Arg He Pro Tyr Thr Lys Ser Gin Thr Glu Ala 
250 255 260 

cat tac age tgc cag tea aaa gaa ate ttg egg tat atg aaa gaa ttc 104 9 

His Tyr Ser Cys Gin Ser Lys Glu He Leu Arg Tyr Met Lys Glu Phe 
265 270 275 

act ctg eta eta tct get gca aat gta tgc ttg gac cct att att tat 1097 
Thr Leu Leu Leu Ser Ala Ala Asn Val Cys Leu Asp Pro He He Tyr 
280 285 290 295 

ttc ttt eta tgc cag ccg ttt agg gaa ate tta tgt aag aaa ttg cac 114 5 

Phe Phe Leu Cys Gin Pro Phe Arg Glu He Leu Cys Lys Lys Leu His 

300 305 310 



att cca tta aaa get cag aat gac eta gac att tec aga ate aaa aga 1193 
He Pro Leu Lys Ala Gin Asn Asp Leu Asp He Ser Arg He Lys Arg 
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315 320 325 

gga aat aca aca ctt gaa age aca gat act ttg tga gttcctaccc 123 9 
Gly Asn Thr Thr Leu Glu Ser Thr Asp Thr Leu 
330 335 

tcttccaaag aaagaccacg tgtgcatgtt gtcatcttca attacataac agaaatcaat 12 99 

aagatatgtg ccctcatcat aaatatcatc tctagcactg ccatccaatt tagttcaata 1359 

aaattcaaat ataagtttcc atgctttttt gtaacatcaa agaaaacata cccatcagta 1419 

atttctctaa tactgacctt tctattctct attaataaaa aattaataca tacaattatt 1479 

caattctatt atattaaaat aagttaaagt ttataaccac tagtctggtc agttaatgta 153 9 

gaaatttaaa tagtaaataa aacacaacat aatcaaagac aactcactca ggcatcttct 1599 

ttctctaaat accagaatct agtatgtaat tgttttcaac actgtcctta aagactaact 165 9 

tgaaagcagg cacagtttga tgaagggcta gagagctgtt tgcaataaaa agtcaggttt 1719 

ttttcctgat ttgaagaagc aggaaaagct gacacccaga caatcactta agaaacccct 1779 

tattgatgta tttcatggca ctgcaaagga agaggaatat taattgtata cttagcaaga 183 9 

aaattttttt tttctgatag cactttgagg atattagata catgetaaat atgttttcta 1899 

caaagactta cgtcatttaa tgagcctggg gttctggtgt tagaatattt ttaagtaggc 1959 

tttactgaga gaaactaaat attggcatac gttatcagca acttcccctg ttcaatagta 2019 

tgggaaaaat aagatgactg ggaaaaagac acacccacac cgtagaacat atattaatct 2079 

actggcgaat gggaaaggag accattttct tagaaagcaa ataaacttga tttttttaaa 213 9 

tctaaaattt acattaatga gtgeaaaata acacataaaa tgaaaattca cacatcacat 2199 

ttttctggaa aacagaegga ttttacttct ggagacatgg cataeggtta ctgacttatg 2259 

agctaccaaa actaaattct ttctctgeta ttaactggct agaagacatt catctatttt 2319 

tcaaatgttc tttcaaaaca tttttataag taatgtttgt atctatttca tgctttactg 2379 

tctatatact aataaagaaa tgttttaata ccgaaaaaaa aaaaaaaaa 2428 



<210> 11 

<211> 338 

<212> PRT 

<213> Homo sapiens 

<400> 11 

Met lie Asn Ser Thr Ser Thr Gin Pro Pro Asp Glu Ser Cys Ser Gin 
15 10 15 



Asn Leu Leu He Thr Gin Gin He lie Pro Val 

20 25 



Leu Tyr Cys Met Val 
30 
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Phe lie Ala Gly 
35 



Tyr Val Pro Ser 
50 



lie Ala Asp Phe 
65 



Asp Ser Gly Leu 



Ser Ala Val Leu 

100 



Gly Leu lie Ser 
115 



Thr Ser Phe lie 
130 



Val Trp Met Leu 
145 



Asn Gin Ser Val 



Ser Glu Leu Gly 

180 



Ala lie Phe Trp 
195 



lie Thr Lys Lys 
210 



Thr Ser Val Lys 
225 



Val Phe Phe Val 



Thr Lys Ser Gin 

260 



Leu Arg Tyr Met 
275 



lie Leu Leu Asn 

40 



Ser Glu Ser Phe 
55 



Val Met Ser Leu 
70 



Gly Pro Trp Gin 
85 



Phe Tyr Val Asn 



Phe Asp Arg Tyr 

120 



Gin Ser Val Ser 
135 



Met Leu Leu Leu 
150 



Arg Glu Val Thr 
165 



Arg Lys Trp His 



lie Val Phe Leu 

200 



lie Phe Lys Ser 
215 



Lys Lys Ser Ser 
230 



Cys Phe Val Pro 
245 



Thr Glu Ala His 



Lys Glu Phe Thr 

280 



-26- 
Gly Val Ser Gly 



lie lie Tyr Leu 

60 



Thr Phe Pro Phe 
75 



Leu Asn Val Phe 
90 



Met Tyr Val Ser 
105 



Tyr Lys lie Val 



Tyr Ser Lys Leu 

140 



Ala Val Pro Asn 
155 



Gin lie Lys Cys 
170 



Lys Ala Ser Asn 
185 



Leu Leu lie Val 



His Leu Lys Ser 

220 



Arg Asn lie Phe 
235 



Tyr His lie Ala 
250 



Tyr Ser Cys Gin 
265 



Leu Leu Leu Ser 



Trp lie Phe Phe 
45 



Lys Asn lie Val 



Lys lie Leu Gly 

80 



Val Cys Arg Val 
95 



lie Val Phe Phe 
110 



Lys Pro Leu Trp 
125 



Leu Ser Val lie 



lie lie Leu Thr 

160 



lie Glu Leu Lys 
175 



Tyr lie Phe Val 
190 



Phe Tyr Thr Ala 
205 



Ser Arg Asn Ser 



Ser lie Val Phe 

240 



Arg lie Pro Tyr 
255 



Ser Lys Glu lie 
270 



Ala Ala Asn Val 
285 
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Cys Leu Asp Pro lie lie Tyr Phe Phe Leu Cys Gin Pro Phe Arg Glu 
290 295 300 



lie Leu Cys Lys Lys Leu His lie Pro Leu Lys Ala Gin Asn Asp Leu 
305 310 315 320 



Asp He Ser Arg He Lys Arg Gly Asn Thr Thr Leu Glu Ser Thr Asp 

325 330 335 



Thr Leu 



<210> 12 

<211> 1734 

<212> DNA 

<213> Homo sapiens 



<220> 

<221> CDS 

<222> (85) . . (1233) 



159 



207 



<400> 12 

ggcacgaggc gccgggccat gggcctcgag cccgccccga acccccgcga gcccgccttg 6 0 

tctgcggcgt gactggaggc ccag atg gtc ate atg ggc cag tgc tac tac 111 

Met Val He Met Gly Gin Cys Tyr Tyr 
1 5 

aac gag acc ate ggc ttc ttc tat aac aac agt ggc aaa gag etc age 
Asn Glu Thr He Gly Phe Phe Tyr Asn Asn Ser Gly Lys Glu Leu Ser 
10 15 20 25 

tec cac tgg egg ccc aag gat gtg gtc gtg gtg gca ctg ggg ctg acc 
Ser His Trp Arg Pro Lys Asp Val Val Val Val Ala Leu Gly Leu Thr 

30 35 40 

gtc age gtg ctg gtg ctg ctg acc aat ctg ctg gtc ata gca gec ate 255 
Val Ser Val Leu Val Leu Leu Thr Asn Leu Leu Val He Ala Ala He 

45 50 55 

gee tec aac cgc cgc ttc cac cag ccc ate tac tac ctg etc ggc aat 303 
Ala Ser Asn Arg Arg Phe His Gin Pro He Tyr Tyr Leu Leu Gly Asn 
60 65 70 

ctg gec gcg get gac etc ttc gcg ggc gtg gec tac etc ttc etc atg 351 
Leu Ala Ala Ala Asp Leu Phe Ala Gly Val Ala Tyr Leu Phe Leu Met 
75 80 85 

ttc cac act ggt ccc cgc aca gec cga ctt tea ctt gag ggc tgg ttc 3 99 

Phe His Thr Gly Pro Arg Thr Ala Arg Leu Ser Leu Glu Gly Trp Phe 
90 95 100 105 

ctg egg cag ggc ttg ctg gac aca age etc act gcg teg gtg gec aca 447 
Leu Arg Gin Gly Leu Leu Asp Thr Ser Leu Thr Ala Ser Val Ala Thr 

110 115 120 
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ctg ctg gcc ate gec gtg gag egg cac cgc agt gtg atg gec gtg cag 4 95 

Leu Leu Ala lie Ala Val Glu Arg His Arg Ser Val Met Ala Val Gin 

125 130 135 

ctg cac age cgc ctg ccc cgt ggc cgc gtg gtc atg etc att gtg ggc 543 
Leu His Ser Arg Leu Pro Arg Gly Arg Val Val Met Leu lie Val Gly 
140 145 150 

gtg tgg gtg get gcc ctg ggc ctg ggg ctg ctg cct gcc cac tec tgg 591 
Val Trp Val Ala Ala Leu Gly Leu Gly Leu Leu Pro Ala His Ser Trp 
155 160 165 

cac tgc etc tgt gcc ctg gac cgc tgc tea cgc atg gca ccc ctg etc 63 9 

His Cys Leu Cys Ala Leu Asp Arg Cys Ser Arg Met Ala Pro Leu Leu 
170 175 180 185 

age cgc tec tat ttg gcc gtc tgg get ctg teg age ctg ctt gtc ttc 687 
Ser Arg Ser Tyr Leu Ala Val Trp Ala Leu Ser Ser Leu Leu Val Phe 

190 195 200 

ctg etc atg gtg get gtg tac ace cgc att ttc ttc tac gtg egg egg 735 
Leu Leu Met Val Ala Val Tyr Thr Arg He Phe Phe Tyr Val Arg Arg 

205 210 215 

cga gtg cag cgc atg gca gag cat gtc age tgc cac ccc cgc tac cga 7 83 

Arg Val Gin Arg Met Ala Glu His Val Ser Cys His Pro Arg Tyr Arg 
220 225 230 

gag acc acg etc age ctg gtc aag act gtt gtc ate ate ctg ggg gcg 831 
Glu Thr Thr Leu Ser Leu Val Lys Thr Val Val He He Leu Gly Ala 
. 235 240 245 

ttc gtg gtc tgc tgg aca cca ggc cag gtg gta ctg etc ctg gat ggt 87 9 

Phe Val Val Cys Trp Thr Pro Gly Gin Val Val Leu Leu Leu Asp Gly 
250 255 260 265 

tta ggc tgt gag tec tgc aat gtc ctg get gta gaa aag tac ttc eta 92 7 

Leu Gly Cys Glu Ser Cys Asn Val Leu Ala Val Glu Lys Tyr Phe Leu 

270 275 280 

ctg ttg gcc gag gcc aac tea ctg gtc aat get get gtg tac tct tgc 975 
Leu Leu Ala Glu Ala Asn Ser Leu Val Asn Ala Ala Val Tyr Ser Cys 

285 290 295 

cga gat get gag atg cgc cgc acc ttc cgc cgc ctt etc tgc tgc gcg 102 3 

Arg Asp Ala Glu Met Arg Arg Thr Phe Arg Arg Leu Leu Cys Cys Ala 
300 305 310 

tgc etc cgc cag tec acc cgc gag tct gtc cac tat aca tec tct gcc 1071 
Cys Leu Arg Gin Ser Thr Arg Glu Ser Val His Tyr Thr Ser Ser Ala 
315 320 325 

cag gga ggt gcc age act cgc ate atg ctt ccc gag aac ggc cac cca 1119 
Gin Gly Gly Ala Ser Thr Arg He Met Leu Pro Glu Asn Gly His Pro 
330 335 340 345 

ctg atg act cca ccc ttt age tac ctt gaa ctt cag egg tac gcg gca 1167 
Leu Met Thr Pro Pro Phe Ser Tyr Leu Glu Leu Gin Arg Tyr Ala Ala 

350 355 360 



age aac aaa tec aca gcc cct gat gac ttg tgg gtg etc ctg get caa 1215 
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Ser Asn Lys Ser Thr Ala Pro Asp Asp Leu Trp Val Leu Leu Ala Gin 

365 370 375 

ccc aac caa cag gac tga ctgactggca ggacaaggtc tggcatggca 12 63 

Pro Asn Gin Gin Asp 
380 



cagcaccact 


gccaggcctc 


cccaggcaca 


ccactctgcc 


cagggaatgg 


gggctttggg 


1323 


tcatctccca 


ctgcctgggg 


gagtcagatg 


gggtgcagga 


atctggctct 


tcagccatct 


1383 


caggtttagg 


gggtttgtaa 


cagacattat 


tctgttttca 


ctgcgtatcc 


ttggtaagcc 


1443 


ctgtggactg 


gttcctgctg 


tgtgatgctg 


agggttttaa 


ggtggggaga 


gataagggct 


1503 


ctctcgggcc 


atgctacccg 


gtatgactgg 


gtaatgagga 


cagactgtgg 


acaccccatc 


1563 


fcacctgagtc 


tgattcttta 


gcagcagaga 


ctgaggggtg 


cagagtgtga 


gctgggaaag 


1623 


gtttgtggct 


ccttgcagcc 


tccagggact 


ggcctgtccc 


caatagaatt 


gaagcagtcc 


1683 


acggggaggg 


gatgatacaa 


ggagtaaacc 


tttctttaca 


ctcaaaaaaa 


a 


1734 



<210> 13 

<211> 382 

<212> PRT 

<213> Homo sapiens 

<400> 13 

Met Val He Met Gly Gin Cys Tyr Tyr Asn Glu Thr He Gly Phe Phe 
1 5 10 15 



Tyr Asn Asn Ser Gly Lys Glu Leu Ser Ser His Trp Arg Pro Lys Asp 

20 25 30 



Val Val Val Val Ala Leu Gly Leu Thr Val Ser Val Leu Val Leu Leu 
35 40 45 



Thr Asn Leu Leu Val He Ala Ala He Ala Ser Asn Arg Arg Phe His 
50 55 60 



Gin Pro He Tyr Tyr Leu Leu Gly Asn Leu Ala Ala Ala Asp Leu Phe 
65 70 75 80 



Ala Gly Val Ala Tyr Leu Phe Leu Met Phe His Thr Gly Pro Arg Thr 

85 90 95 



Ala Arg Leu Ser Leu Glu Gly Trp Phe Leu Arg Gin Gly Leu Leu Asp 

100 105 HO 



Thr Ser Leu Thr Ala Ser Val Ala Thr Leu Leu Ala He Ala Val Glu 
115 120 125 



WO 2005/085851 



PCT/US2005/007519 



-30- 



Arg His Arg Ser Val Met Ala Val Gin Leu His Ser Arg Leu Pro Arg 
130 135 140 



Gly Arg Val Val Met Leu lie Val Gly Val Trp Val Ala Ala Leu Gly 
145 150 155 160 



Leu Gly Leu Leu Pro Ala His Ser Trp His Cys Leu Cys Ala Leu Asp 

165 170 175 



Arg Cys Ser Arg Met Ala Pro Leu Leu Ser Arg Ser Tyr Leu Ala Val 

180 185 190 



Trp Ala Leu Ser Ser Leu Leu Val Phe Leu Leu Met Val Ala Val Tyr 
195 200 205 



Thr Arg lie Phe Phe Tyr Val Arg Arg Arg Val Gin Arg Met Ala Glu 
210 215 220 



His Val Ser Cys His Pro Arg Tyr Arg Glu Thr Thr Leu Ser Leu Val 
225 230 235 240 



Lys Thr Val Val lie He Leu Gly Ala Phe Val Val Cys Trp Thr Pro 

245 250 255 



Gly Gin Val Val Leu Leu Leu Asp Gly Leu Gly Cys Glu Ser Cys Asn 

260 265 270 



Val Leu Ala Val Glu Lys Tyr Phe Leu Leu Leu Ala Glu Ala Asn Ser 
275 280 285 



Leu Val Asn Ala Ala Val Tyr Ser Cys Arg Asp Ala Glu Met Arg Arg 
290 295 300 



Thr Phe Arg Arg Leu Leu Cys Cys Ala Cys Leu Arg Gin Ser Thr Arg 
305 310 315 320 



Glu Ser Val His Tyr Thr Ser Ser Ala Gin Gly Gly Ala Ser Thr Arg 

325 330 335 



He Met Leu Pro Glu Asn Gly His Pro Leu Met Thr Pro Pro Phe Ser 

340 345 350 



Tyr Leu Glu Leu Gin Arg Tyr Ala Ala Ser Asn Lys Ser Thr Ala Pro 
355 360 365 



Asp Asp Leu Trp Val Leu Leu Ala Gin Pro Asn Gin Gin Asp 
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370 



375 



380 



<210> 14 

<211> 993 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> 
<222> 



CDS 

(1) . . (993) 



<400> 14 

atg ctg ccg gac tgg aag age tec ttg ate etc atg get tac ate ate 
Met Leu Pro Asp Trp Lys Ser Ser Leu He Leu Met Ala Tyr He He 
15 10 15 

ate ttc etc act ggc etc cct gec aac etc ctg gec ctg egg gee ttt 
He Phe Leu Thr Gly Leu Pro Ala Asn Leu Leu Ala Leu Arg Ala Phe 

20 25 30 

gtg ggg egg ate cgc cag ccc cag cct gca cct gtg cac ate etc ctg 
Val Gly Arg He Arg Gin Pro Gin Pro Ala Pro Val His He Leu Leu 
35 40 45 

ctg age ctg acg ctg gee gac etc etc ctg ctg ctg ctg ctg ccc ttc 
Leu Ser Leu Thr Leu Ala Asp Leu Leu Leu Leu Leu Leu Leu Pro Phe 
50 55 60 

aag ate ate gag get gcg teg aac ttc cgc tgg tac ctg ccc aag gtc 
Lys He He Glu Ala Ala Ser Asn Phe Arg Trp Tyr Leu Pro Lys Val 
65 70 75 80 

gtc tgc gec etc acg agt ttt ggc ttc tac age age ate tac tgc age 
Val Cys Ala Leu Thr Ser Phe Gly Phe Tyr Ser Ser He Tyr Cys Ser 

85 90 95 

acg tgg etc ctg gcg ggc ate age ate gag cgc tac ctg gga gtg get 
Thr Trp Leu Leu Ala Gly He Ser He Glu Arg Tyr Leu Gly Val Ala 

100 105 HO 

ttc ccc gtg cag tac aag etc tec cgc egg cct ctg tat gga gtg att 
Phe Pro Val Gin Tyr Lys Leu Ser Arg Arg Pro Leu Tyr Gly Val He 
115 120 125 

gca get ctg gtg gee tgg gtt atg tec ttt ggt cac tgc ace ate gtg 
Ala Ala Leu Val Ala Trp Val Met Ser Phe Gly His Cys Thr He Val 
130 135 140 

ate ate gtt caa tac ttg aac acg act gag cag gtc aga agt ggc aat 
He He Val Gin Tyr Leu Asn Thr Thr Glu Gin Val Arg Ser Gly Asn 
145 150 155 160 

gaa att ace tgc tac gag aac ttc ace gat aac cag ttg gac gtg gtg 
Glu He Thr Cys Tyr Glu Asn Phe Thr Asp Asn Gin Leu Asp Val Val 

165 170 175 



48 



96 



144 



192 



240 



288 



336 



384 



432 



480 



528 



ctg ccc gtg egg ctg gag ctg tgc ctg gtg etc ttc ttc ate ccc atg 
Leu Pro Val Arg Leu Glu Leu Cys Leu Val Leu Phe Phe He Pro Met 

180 185 190 



576 
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gca gtc acc ate ttc tgc tac tgg cgt ttt gtg tgg ate atg etc tec 
Ala Val Thr He Phe Cys Tyr Trp Arg Phe Val Trp He Met Leu Ser 
195 200 205 



ata gee gtg gtg ttc agt tea etc aac gee agt ctg gac ccc ctg etc 
He Ala Val Val Phe Ser Ser Leu Asn Ala Ser Leu Asp Pro Leu Leu 

260 265 270 



<210> 15 

<211> 330 

<212> PRT 

<213> Homo sapiens 

<400> 15 

Met Leu Pro Asp Trp Lys Ser Ser Leu He Leu Met Ala Tyr He He 
1 5 10 15 



He Phe Leu Thr Gly Leu Pro Ala Asn Leu Leu Ala Leu Arg Ala Phe 

20 25 30 



Val Gly Arg He Arg Gin Pro Gin Pro Ala Pro Val His He Leu Leu 
35 40 45 



Leu Ser Leu Thr Leu Ala Asp Leu Leu Leu Leu Leu Leu Leu Pro Phe 
50 55 60 



624 



cag ccc ctt gtg ggg gec cag agg egg cgc cga gee gtg ggg ctg get 672 
Gin Pro Leu Val Gly Ala Gin Arg Arg Arg Arg Ala Val Gly Leu Ala 
210 215 220 

gtg gtg acg ctg etc aat ttc ctg gtg tgc ttc gga cct tac aac gtg 720 
Val Val Thr Leu Leu Asn Phe Leu Val Cys Phe Gly Pro Tyr Asn Val 
225 230 235 240 

tec cac ctg gtg ggg tat cac cag aga aaa age ccc tgg tgg egg tea 7 68 

Ser His Leu Val Gly Tyr His Gin Arg Lys Ser Pro Trp Trp Arg Ser 

245 250 * 255 



816 



ttc tat ttc tct tct tea gtg gtg cgc agg gca ttt ggg aga ggg ctg 864 
Phe Tyr Phe Ser Ser Ser Val Val Arg Arg Ala Phe Gly Arg Gly Leu 
275 280 285 

cag gtg ctg egg aat cag ggc tec tec ctg ttg gga cgc aga ggc aaa 912 
Gin Val Leu Arg Asn Gin Gly Ser Ser Leu Leu Gly Arg Arg Gly Lys 
290 295 300 

gac aca gca gag ggg aca aat gag gac agg ggt gtg ggt caa gga gaa 960 
Asp Thr Ala Glu Gly Thr Asn Glu Asp Arg Gly Val Gly Gin Gly Glu 
305 310 315 320 

ggg atg cca agt teg gac ttc act aca gag tag 993 
Gly Met Pro Ser Ser Asp Phe Thr Thr Glu 

325 330 



Lys He He Glu Ala Ala Ser Asn Phe Arg Trp Tyr Leu Pro Lys Val 
65 70 75 80 
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Val Cys Ala Leu 



Thr Trp Leu Leu 

100 



Phe Pro Val Gin 
115 



Ala Ala Leu Val 
130 



He He Val Gin 
145 



Glu He Thr Cys 



Leu Pro Val Arg 

180 



Ala Val Thr lie 
195 



Gin Pro Leu Val 
210 



Val Val Thr Leu 
225 



Ser His Leu Val 



He Ala Val Val 

260 



Phe Tyr Phe Ser 
275 



Gin Val Leu Arg 
290 



Thr Ser Phe Gly 
85 



Ala Gly He Ser 



Tyr Lys Leu Ser 

120 



Ala Trp Val Met 
135 



Tyr Leu Asn Thr 
150 



Tyr Glu Asn Phe 
165 



Leu Glu Leu Cys 



Phe Cys Tyr Trp 

200 



Gly Ala Gin Arg 
215 



Leu Asn Phe Leu 
230 



Gly Tyr His Gin 
245 



Phe Ser Ser Leu 



Ser Ser Val Val 

280 



Asn Gin Gly Ser 
295 



-33 - 



Phe Tyr Ser Ser 
90 



He Glu Arg Tyr 
105 



Arg Arg Pro Leu 



Ser Phe Gly His 

140 



Thr Glu Gin Val 
155 



Thr Asp Asn Gin 
170 



Leu Val Leu Phe 
185 



Arg Phe Val Trp 



Arg Arg Arg Ala 

220 



Val Cys Phe Gly 
235 



Arg Lys Ser Pro 
250 



Asn Ala Ser Leu 
265 



Arg Arg Ala Phe 



Ser Leu Leu Gly 

300 



He Tyr Cys Ser 
95 



Leu Gly Val Ala 
110 



Tyr Gly Val lie 
125 



Cys Thr He Val 



Arg Ser Gly Asn 

160 



Leu Asp Val Val 
175 



Phe He Pro Met 
190 



He Met Leu Ser 
205 



Val Gly Leu Ala 



Pro Tyr Asn Val 

240 



Trp Trp Arg Ser 
255 



Asp Pro Leu Leu 
270 



Gly Arg Gly Leu 
285 



Arg Arg Gly Lys 



Asp Thr Ala Glu Gly Thr Asn Glu Asp Arg Gly Val Gly Gin Gly Glu 
305 310 315 320 
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Gly Met Pro Ser Ser Asp Phe Thr Thr Glu 

325 330 



<210> 16 

<211> 1287 

<212> DNA 

<213> Homo sapiens 



<220> 

<221> CDS 

<222> (72) . . (1085) 

<400> 16 

cctgtgtgcc acgtgctgga caaatcttaa ctcctcaagg actcccaaaa ccagagacac 60 

caggagcctg a atg ggg aac gat tct gtc age tac gag tat ggg gat tac 110 

Met Gly Asn Asp Ser Val Ser Tyr Glu Tyr Gly Asp Tyr 
15 10 

age gac etc teg gac cgc cct gtg gac tgc ctg gat ggc gee tgc ctg 158 
Ser Asp Leu Ser Asp Arg Pro Val Asp Cys Leu Asp Gly Ala Cys Leu 
15 20 25 

gec ate gac ccg ctg cgc gtg gec ccg etc cca ctg tat gec gec ate 206 
Ala He Asp Pro Leu Arg Val Ala Pro Leu Pro Leu Tyr Ala Ala He 
30 35 40 45 

ttc ctg gtg ggg gtg ccg ggc aat gee atg gtg gec tgg gtg get ggg 254 
Phe Leu Val Gly Val Pro Gly Asn Ala Met Val Ala Trp Val Ala Gly 

50 55 60 

aag gtg gec cgc egg agg gtg ggt gec ace tgg ttg etc cac ctg gee 3 02 

Lys Val Ala Arg Arg Arg Val Gly Ala Thr Trp Leu Leu His Leu Ala 

65 70 75 

gtg gcg gat ttg ctg tgc tgt ttg tct ctg ccc ate ctg gca gtg ccc 350 
Val Ala Asp Leu Leu Cys Cys Leu Ser Leu Pro He Leu Ala Val Pro 
80 85 90 

att gec cgt gga ggc cac tgg ccg tat ggt gca gtg ggc tgt egg gcg 398 
lie Ala Arg Gly Gly His Trp Pro Tyr Gly Ala Val Gly Cys Arg Ala 
95 100 105 

ctg ccc tec ate ate ctg ctg acc atg tat gee age gtc ctg etc ctg 446 
Leu Pro Ser He He Leu Leu Thr Met Tyr Ala Ser Val Leu Leu Leu 
110 115 120 125 

gca get etc agt gec gac etc tgc ttc ctg get etc ggg cct gec tgg 494 
Ala Ala Leu Ser Ala Asp Leu Cys Phe Leu Ala Leu Gly Pro Ala Trp 

130 135 140 

tgg tct acg gtt cag egg gcg tgc ggg gtg cag gtg gec tgt ggg gca 542 
Trp Ser Thr Val Gin Arg Ala Cys Gly Val Gin Val Ala Cys Gly Ala 

145 150 155 

gee tgg aca ctg gee ttg ctg etc acc gtg ccc tec gec ate tac cgc 590 
Ala Trp Thr Leu Ala Leu Leu Leu Thr Val Pro Ser Ala He Tyr Arg 
160 165 170 



egg ctg cac cag gag cac ttc cca gee egg ctg cag tgt gtg gtg gac 



638 
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Arg Leu His Gin Glu His Phe Pro Ala Arg Leu Gin Cys Val Val Asp 
175 180 185 



686 



734 



tac ggc ggc tec tec age ace gag aat gcg gtg act gee ate egg ttt 

Tyr Gly Gly Ser Ser Ser Thr Glu Asn Ala Val Thr Ala He Arg Phe 

190 195 200 205 

ctt ttt ggc ttc ctg ggg ccc ctg gtg gee gtg gee age tgc cac agt 

Leu Phe Gly Phe Leu Gly Pro Leu Val Ala Val Ala Ser Cys His Ser 

210 215 220 

gee etc ctg tgc tgg gca gec cga cgc tgc egg ccg ctg ggc aca gee 782 

Ala Leu Leu Cys Trp Ala Ala Arg Arg Cys Arg Pro Leu Gly Thr Ala 

225 230 235 



878 



926 



974 



att gtg gtg ggg ttt ttt gtc tgc tgg gca ccc tac cac ctg ctg ggg 83 0 

He Val Val Gly Phe Phe Val Cys Trp Ala Pro Tyr His Leu Leu Gly 
240 245 250 

ctg gtg etc act gtg gcg gee ccg aac tec gca etc ctg gee agg gee 
Leu Val Leu Thr Val Ala Ala Pro Asn Ser Ala Leu Leu Ala Arg Ala 
255 260 265 

ctg egg get gaa ccc etc ate gtg ggc ctt gee etc get cac age tgc 
Leu Arg Ala Glu Pro Leu lie Val Gly Leu Ala Leu Ala His Ser Cys 
270 275 280 285 

etc aat ccc atg etc ttc ctg tat ttt ggg agg get caa etc cgc egg 
Leu Asn Pro Met Leu Phe Leu Tyr Phe Gly Arg Ala Gin Leu Arg Arg 

290 295 300 

tea ctg cca get gee tgt cac tgg gee ctg agg gag tec cag ggc cag 102 2 

Ser Leu Pro Ala Ala Cys His Trp Ala Leu Arg Glu Ser Gin Gly Gin 

305 310 315 

gac gaa agt gtg gac age aag aaa tec ace age cat gac ctg gtc teg 107 0 

Asp Glu Ser Val Asp Ser Lys Lys Ser Thr Ser His Asp Leu Val Ser 
320 325 330 

gag atg gag gtg tag gctggagaga cattgtgggt gtgtatcttc ttatctcatt 112 5 
Glu Met Glu Val 
335 

tcacaagact ggcttcaggc atagctggat ccaggagctc aatgatgtct tcattttatt 1185 

ccttccttca ttcaacagat atccatcatg cacttgetat gtgeaaggee tttttaggca 1245 

ctagagatat agcagtgacc aaaacagaca caaatcctgc cc 12 87 



<210> 17 

<211> 337 

<212> PRT 

<213> Homo sapiens 

<400> 17 

Met Gly Asn Asp Ser Val Ser Tyr Glu Tyr Gly Asp Tyr Ser Asp Leu 
15 10 15 



Ser Asp Arg Pro Val Asp Cys Leu Asp Gly Ala Cys Leu Ala He Asp 
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20 25 30 



Pro Leu Arg Val Ala Pro Leu Pro Leu Tyr Ala Ala lie Phe Leu Val 
35 40 45 



Gly Val Pro Gly Asn Ala Met Val Ala Trp Val Ala Gly Lys Val Ala 
50 55 60 



Arg Arg Arg Val Gly Ala Thr Trp Leu Leu His Leu Ala Val Ala Asp 
65 70 75 8 0 



Leu Leu Cys Cys Leu Ser Leu Pro He Leu Ala Val Pro He Ala Arg 

85 90 95 



Gly Gly His Trp Pro Tyr Gly Ala Val Gly Cys Arg Ala Leu Pro Ser 

100 105 110 



He He Leu Leu Thr Met Tyr Ala Ser Val Leu Leu Leu Ala Ala Leu 
115 120 125 



Ser Ala Asp Leu Cys Phe Leu Ala Leu Gly Pro Ala Trp Trp Ser Thr 
130 135 140 



Val Gin Arg Ala Cys Gly Val Gin Val Ala Cys Gly Ala Ala Trp Thr 
145 150 155 160 



Leu Ala Leu Leu Leu Thr Val Pro Ser Ala lie Tyr Arg Arg Leu His 

165 170 175 



Gin Glu His Phe Pro Ala Arg Leu Gin Cys Val Val Asp Tyr Gly Gly 

180 185 190 



Ser Ser Ser Thr Glu Asn Ala Val Thr Ala He Arg Phe Leu Phe Gly 
195 200 205 



Phe Leu Gly Pro Leu Val Ala Val Ala Ser Cys His Ser Ala Leu Leu 
210 215 220 



Cys Trp Ala Ala Arg Arg Cys Arg Pro Leu Gly Thr Ala He Val Val 
225 230 235 240 



Gly Phe Phe Val Cys Trp Ala Pro Tyr His Leu Leu Gly Leu Val Leu 

245 250 255 



Thr Val Ala Ala Pro Asn Ser Ala Leu Leu Ala Arg Ala Leu Arg Ala 

260 265 . 270 
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Glu Pro Leu lie Val Gly Leu Ala Leu Ala His Ser Cys Leu Asn Pro 
275 280 285 



Met Leu Phe Leu Tyr Phe Gly Arg Ala Gin Leu Arg Arg Ser Leu Pro 
290 295 300 



Ala Ala Cys His Trp Ala Leu Arg Glu Ser Gin Gly Gin Asp Glu Ser 
305 310 315 320 



Val Asp Ser Lys Lys Ser Thr Ser His Asp Leu Val Sex~ Glu Met Glu 

325 330 335 



Val 



<210> 18 

<211> 2858 

<212> DNA 

<213> Homo sapiens 



<220> 

<221> CDS 

<222> (174) . . (1175) 



<400> 18 

aacagtattt tccttttcaa cacatctatt gaaagtgttg gataaatgca ggatgttaat 60 

atgctataaa cataaagtct gtttttaaaa aatagcattt gaaaatcatg aagggctttt 12 0 

tgttttcttt tgtttgtata tatgtttatt ggtaacaggt gacactggaa gca atg 176 

Met 
1 

aac acc aca gtg atg caa ggc ttc aac aga tct gag egg tgc ccc aga 224 
Asn Thr Thr Val Met Gin Gly Phe Asn Arg Ser Glu Arg Cys Pro Arg 

5 10 15 



gac act egg ata gta cag ctg gta ttc cca gec etc tac aca gtg gtt 
Asp Thr Arg lie Val Gin Leu Val Phe Pro Ala Leu Tyr Thr Val Val 
2 0 25 30 



cac ate ccc age tec tec acc ttc ate ate tac etc aaa aac act ttg 
His lie Pro Ser Ser Ser Thr Phe lie lie Tyr Leu Lys Asn Thr Leu 
50 55 60 65 



272 



ttc ttg acc ggc ate ctg ctg aat act ttg get ctg tgg gtg ttt gtt 320 
Phe Leu Thr Gly lie Leu Leu Asn Thr Leu Ala Leu Trp Val Phe Val 
35 40 45 



368 



gtg gec gac ttg ata atg aca etc atg ctt cct ttc aaa ate etc tct 416 
Val Ala Asp Leu lie Met Thr Leu Met Leu Pro Phe Lys lie Leu Ser 

70 75 80 



gac tea cac ctg gca ccc tgg cag etc aga get ttt gtg tgt cgt ttt 464 
Asp Ser His Leu Ala Pro Trp Gin Leu Arg Ala Phe Val Cys Arg Phe 
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85 90 95 

tct teg gtg ata ttt tat gag acc atg tat gtg ggc ate gtg ctg tta 512 
Ser Ser Val lie Phe Tyr Glu Thr Met Tyr Val Gly lie Val Leu Leu 
100 105 110 



ggg etc ata gee ttt gac aga ttc etc aag ate ate aga cct ttg aga 560 

Gly Leu lie Ala Phe Asp Arg Phe Leu Lys lie lie Arg Pro Leu Arg 

115 120 125 

aat att ttt eta aaa aaa cct gtt ttt gca aaa acg gtc tea ate ttc 608 

Asn lie Phe Leu Lys Lys Pro Val Phe Ala Lys Thr Val Ser He Phe 

130 135 140 145 

ate tgg ttc ttt ttg ttc ttc ate tec ctg cca aat acg ate ttg age 656 

He Trp Phe Phe Leu Phe Phe He Ser Leu Pro Asn Thr He Leu Ser 

150 155 160 



aac aag gaa gca aca cca teg tct gtg aaa aag tgt get tec tta aag 
Asn Lys Glu Ala Thr Pro Ser Ser Val Lys Lys Cys Ala Ser Leu Lys 

165 170 175 



704 



ggg cct ctg ggg ctg aaa tgg cat caa atg gta aat aac ata tgc cag 752 
Gly Pro Leu Gly Leu Lys Trp His Gin Met Val Asn Asn He Cys Gin 
180 185 190 



ttt att ttc tgg act gtt ttt ate eta atg ctt gtg ttt tat gtg gtt 
Phe He Phe Trp Thr Val Phe He Leu Met Leu Val Phe Tyr Val Val 
195 200 205 

att gca aaa aaa gta tat gat tct tat aga aag tec aaa agt aag gac 
He Ala Lys Lys Val Tyr Asp Ser Tyr Arg Lys Ser Lys Ser Lys Asp 
210 215 220 225 

aga aaa aac aac aaa aag ctg gaa ggc aaa gta ttt gtt gtc gtg get 
Arg Lys Asn Asn Lys Lys Leu Glu Gly Lys Val Phe Val Val Val Ala 

230 235 240 

gtc ttc ttt gtg tgt ttt get cca ttt cat ttt gee aga gtt cca tat 
Val Phe Phe Val Cys Phe Ala Pro Phe His Phe Ala Arg Val Pro Tyr 

245 250 255 

act cac agt caa acc aac aat aag act gac tgt aga ctg caa aat caa 
Thr His Ser Gin Thr Asn Asn Lys Thr Asp Cys Arg Leu Gin Asn Gin 
260 265 270 



800 



848 



896 



944 



992 



ctg ttt att get aaa gaa aca act etc ttt ttg gca gca act aac att 104 0 

Leu Phe He Ala Lys Glu Thr Thr Leu Phe Leu Ala Ala Thr Asn He 
275 280 285 

tgt atg gat ccc tta ata tac ata ttc tta tgt aaa aaa ttc aca gaa 108 8 

Cys Met Asp Pro Leu He Tyr He Phe Leu Cys Lys Lys Phe Thr Glu 
290 295 300 305 



aag eta cca tgt atg caa ggg aga aag acc aca gca tea age caa gaa 113 6 

Lys Leu Pro Cys Met Gin Gly Arg Lys Thr Thr Ala Ser Ser Gin Glu 

310 315 320 



aat cat age agt cag aca gac aac ata acc tta ggc tga caactgtaca 
Asn His Ser Ser Gin Thr Asp Asn He Thr Leu Gly 

325 330 



1185 
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tagggttaac 


ttctatttat 


tgatgagact 


tccgtagata 


atgtggaaat 


caaatttaac 


1245 


caagaaaaaa 


agattggaac 


aaatgctctc 


ttacatttta 


ttatcctcgt 


gtacagaaaa 


1305 


gattatataa 


aatttaaatc 


cacatagatc 


tattcataag 


ctgaatgaac 


cattactaag 


1365 


agaatgcaac 


aggatacaaa 


tggccactag 


aggtcattat 


ttctttcttt 


cttttttttt 


1425 


ttttttaatt 


tcaagagcat 


ttcactttaa 


cattttggaa 


aagactaagg 


agaaacgtat 


1485 


atccctacaa 


acctcccctc 


caaacacctt 


ctcacattct 


tttccacaat 


tcacataaca 


1545 


ctactgcttt 


tgtgcccctt 


aaatgtagat 


atgtgctgaa 


agaaaaaaaa 


aacgcccaac 


1605 


tcttgaagtc 


cattgctgaa 


aactgcagcc 


aggggttgaa 


agggatgcag 


acttgaagag 


1665 


tctgaggaac 


tgaagtgggt 


cagcaagacc 


tctgaaatcc 


tgggtaaagg 


attttctcct 


1725 


tacaattaca 


aacagcctct 


ttcacattac 


aataatatac 


cataggaggc 


acaagcacca 


1785 


ttattaagcc 


actttgctta 


caccttaagt 


gtgtacaatt 


caagtgtgag 


aatgctgtgt 


1845 


taactattct 


ttggaattct 


ccttctgtcc 


agcaaatact 


ctaatgatgg 


ttaaacatgg 


1905 


cacctactca 


gcaatgcctt 


cctggaccac 


aacccctatc 


cccctgcccc 


accctcctca 


1965 


ttaaaaacaa 


atacttctac 


tgtttgggtg 


tgtgataggg 


ttctcaatgc 


agatctccct 


2025 


tttctagtta 


gctatatfccfc 


tgactgcatc 


cgctaaaaat 


gttaaagctt 


cttgagagac 


2085 


agacatgcca 


gattttcttg gtatctccca 


taatacgacc 


tacagtccat 


ggtctacaga 


2145 


tgttttaaat 


agaattgcta 


ttctcgatac 


atacaaagac 


gtaattgctg 


acccacaatc 


2205 


i 

agtaacatcc 


atattgagag 


atttttcaaa 


ggatggtgac 


cctgcttgta 


tttatttacc 


2265 


ttggtatttt 


ttcttgcatc 


cttctgtgat 


tcaaaaaagt 


aaaatgtggc 


tttctgaaat 


2325 


gatggataag 


agtctacatc 


ttctagaaaa 


aatacataaa 


ggagtagtta 


agctctgtaa 


2385 


atgtgccacg 


agctccaaca 


cgaccatcgt 


agggtgaagc 


ccacgttttc 


ttccatggcc 


2445 


tcaaaggccc 


tagaacttgc 


ctacctttct 


ggccttacct 


cctagctact 


tatccatctc 


2505 


ttgaacttta 


tactcttgta 


taaatttcta 


actttcagaa 


aatgccatac 


tctgttttgg 


2565 


caccacacat 


gtatatttcc 


ccctggtaca 


cttggaagac 


tcttatccat 


ctgtgaaacc 


2625 


ctatgttgtc 


atcacttggt 


ccatgaaata 


ttacctggcc 


aatatcccac 


catcacctca 


2685 


aacccaatca 


ccccctcctc 


tgtatgctgt 


cacacctata 


ttattaaact 


tatcacattg 


2745 


cattgtaatt 


acttcctgac 


ctttgtatct 


actcttttag 


taactgatgt 


atatatctga 


2805 


aaggagagat 


tgtttcattg 


tgcaatcaat 


aaatgtttga 


taaaataaag 


ccc 


2858 



<210> 19 

<211> 333 

<212> PRT 

<213> Homo sapiens 
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<400> 19 

Met Asn Thr Thr 
1 



Arg Asp Thr Arg 

20 



Val Phe Leu Thr 
35 



Val His lie Pro 
50 



Leu Val Ala Asp 
65 



Ser Asp Ser His 



Phe Ser Ser Val 

100 



Leu Gly Leu lie 
115 



Arg Asn lie Phe 
130 



Phe lie Trp Phe 
145 



Ser Asn Lys Glu 



Lys Gly Pro Leu 

180 



Gin Phe lie Phe 
195 



Val lie Ala Lys 
210 



Asp Arg Lys Asn 
225 



Val Met Gin Gly 

5 



He Val Gin Leu 



Gly He Leu Leu 

40 



Ser Ser Ser Thr 
55 



Leu He Met Thr 
70 



Leu Ala Pro Trp 
85 



He Phe Tyr Glu 



Ala Phe Asp Arg 

120 



Leu Lys Lys Pro 
135 



Phe Leu Phe Phe 
150 



Ala Thr Pro Ser 
165 



Gly Leu Lys Trp 



Trp Thr Val Phe 

200 



Lys Val Tyr Asp 
215 



Asn Lys Lys Leu 
230 



Phe Asn Arg Ser 
10 



Val Phe Pro Ala 
25 



Asn Thr Leu Ala 



Phe He He Tyr 

60 



Leu Met Leu Pro 
75 



Gin Leu Arg Ala 
90 



Thr Met Tyr Val 
105 



Phe Leu Lys He 



Val Phe Ala Lys 

140 



He Ser Leu Pro 
155 



Ser Val Lys Lys 
170 f 



His Gin Met Val 
185 



He Leu Met Leu 



Ser Tyr Arg Lys 

220 



Glu Gly Lys Val 
235 



Glu Arg Cys Pro 
15 



Leu Tyr Thr Val 
30 



Leu Trp Val Phe 
45 



Leu Lys Asn Thr 



Phe Lys He Leu 

80 



Phe Val Cys Arg 
95 



Gly He Val Leu 
110 



He Arg Pro Leu 
125 



Thr Val Ser He 



Asn Thr He Leu 

160 



Cys Ala Ser Leu 
175 



Asn Asn He Cys 
190 



Val Phe Tyr Val 
2 05 



Ser Lys Ser Lys 



Phe Val Val Val 

240 
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Ala Val Phe Phe Val Cys Phe Ala Pro Phe His Phe Ala Arg Val Pro 

245 250 255 

Tyr Thr His Ser Gin Thr Asn Asn Lys Thr Asp Cys Arg Leu Gin Asn 

260 265 270 

Gin Leu Phe He Ala Lys Glu Thr Thr Leu Phe Leu Ala Ala Thr Asn 
275 280 285 

He Cys Met Asp Pro Leu lie Tyr He Phe Leu Cys Lys Lys Phe Thr 
290 295 300 

Glu Lys Leu Pro Cys Met Gin Gly Arg Lys Thr Thr Ala Ser Ser Gin 
305 310 315 320 

Glu Asn His Ser Ser Gin Thr Asp Asn lie Thr Leu Gly 

325 330 

<210> 20 

<211> 878 

<212> DNA 

<213> Homo sapiens 



<400> 20 



tttttttttt 


ttttaagtgg 


taaaaaaaat 


ttggttattt 


ataaatcaat 


tacacaataa 


60 


aataattatt 


tttaaaagtc 


acaaatacaa 


tcgtggtata 


aagtcatttg 


ggcatcaagt 


120 


atctcttaaa 


tatgtggcaa 


actatttgtc 


caaagagatg 


tggtccaaac 


ccgtcgaagg 


180 


ctttataatt 


tggtattaga 


taacaaggtg 


aacaaaactg 


acaataaata 


ctccaacgaa 


240 


ttatttttta 


aaatactaag 


gggcaaaggc 


tattctaagg 


ggcaaaacaa 


tctattactc 


300 


agacctacct 


gaaaatttca 


cgtgaagtcg 


atcaaaagtt 


atacaaaatt 


ggtatttaca 


360 


tgtttaaaat 


ccggattggc 


atttttcttt 


aataataata 


catacaaaaa 


ctcagagggt 


420 


taataaagaa 


ataattcaaa 


gtcctaataa 


gtcaacaaac 


agatttcatt 


ataagctgga 


480 


acataaaaga 


gacaccatgg 


ttggctgtct 


cttttcaaaa 


attatcacgg 


ccacttggtc 


54 0 


aaacgggaag 


cagcattcag 


aacaatggtt 


ctcaaatctc 


ggggtggcat 


aaacaccatg 


600 


caggttggtt 


accacacaga 


ttcctgggcc 


tgttcccagt 


ctgaagctct 


cataaaggat 


660 


ctgaggaatc 


tgcttcgtga 


caagattcag 


actatttatt 


tatttatcac 


ccaagctgga 


720 


gtgcaggggt 


gcaacccggt 


caggaaacct 


cgcctcggag 


taaaagggaa 


accaaatcgg 


780 


ggcccaggcc 


ctgagaatgg 


gttcaaacgg 


gcccaccacc 


ggtaacggta 


tcagaaaaaa 


840 


acggtccaga 


aggccagggg 


tcaaccgaac 


caagaagc 






878 



<210> 21 
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<211> 1646 

<212> DNA 

<213> Homo sapiens 



<220> 

<221> CDS 

<222> (99) . . (743) 

<400> 21 

tagtgatctt ttctgagtgt ctcctacttg cgacaaggtg gacttgggag gaaagccgtc 60 

tgccaaagcc tgaagcctcc aagccataaa caacccca atg gcc tec cac gaa gtt 116 

Met Ala Ser His Glu Val 
1 5 

gat aat gca gag ctg ggg tea gcc tct gcc cat ggt acc cca ggc agt 164 
Asp Asn Ala Glu Leu Gly Ser Ala Ser Ala His Gly Thr Pro Gly Ser 

10 15 20 

gag acg gga cca gaa gag ctg aat act tct gtc tac cac ccc ata aat 212 
Glu Thr Gly Pro Glu Glu Leu Asn Thr Ser Val Tyr His Pro He Asn 
25 30 35 



gga tea cca gat tat cag aaa gca aaa tta caa gtt ctt ggg gcc ate 
Gly Ser Pro Asp Tyr Gin Lys Ala Lys Leu Gin Val Leu Gly Ala He 
40 45 50 

cag ate ctg aat gca gca atg att ctg get ttg ggt gtc ttt ctg ggt 
Gin He Leu Asn Ala Ala Met He Leu Ala Leu Gly Val Phe Leu Gly 
55 60 65 70 

tec ttg caa tac cca tac cac ttc caa aag cac ttc ttt ttc ttc acc 
Ser Leu Gin Tyr Pro Tyr His Phe Gin Lys His Phe Phe Phe Phe Thr 

75 80 85 

ttc tac aca ggc tac ccg att tgg ggt get gtg ttt ttc tgt agt tea 
Phe Tyr Thr Gly Tyr Pro He Trp Gly Ala Val Phe Phe Cys Ser Ser 

90 95 100 



ggc tec ata tea aat ggc atg gtg tct eta ctg ctg att etc acc ttg 
Gly Ser He Ser Asn Gly Met Val Ser Leu Leu Leu He Leu Thr Leu 

170 175 180 



260 



308 



356 



404 



gga acc ttg tct gtt gta gca ggg ata aaa ccc aca aga aca tgg ata 4 52 

Gly Thr Leu Ser Val Val Ala Gly He Lys Pro Thr Arg Thr Trp He 
105 110 115 

cag aac agt ttt gga atg aac att gcc agt get aca att gca eta gtg 500 
Gin Asn Ser Phe Gly Met Asn He Ala Ser Ala Thr He Ala Leu Val 
120 125 130 

ggg act get ttt etc tea eta aat ata gca gtt aat ate cag tea tta 548 
Gly Thr Ala Phe Leu Ser Leu Asn He Ala Val Asn He Gin Ser Leu 
135 140 145 150 

agg agt tgt cac tct tea tea gag tea ccg gac eta tgc aat tac atg 596 
Arg Ser Cys His Ser Ser Ser Glu Ser Pro Asp Leu Cys Asn Tyr Met 

155 160 165 



644 



ctg gaa tta tgc gta act ate tct acc ata gcc atg tgg tgc aat gca 
Leu Glu Leu Cys Val Thr He Ser Thr He Ala Met Trp Cys Asn Ala 



692 
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185 190 195 

aac tgc tgt aat tea aga gag gaa att tec tea cct ccc aat tct gtg 

Asn Cys Cys Asn Ser Arg Glu Glu lie Ser Ser Pro Pro Asn Ser Val 

2 00 2 05 210 



<210> 22 

<211> 214 

<212> PRT 

<213> Homo sapiens 

<400> 22 

Met Ala Ser His Glu Val Asp Asn Ala Glu Leu Gly Ser Ala Ser Ala 
1(5 10 15 



His Gly Thr Pro Gly Ser Glu Thr Gly Pro Glu Glu Leu Asn Thr Ser 

20 25 30 



Val Tyr His Pro lie Asn Gly Ser Pro Asp Tyr Gin Lys Ala Lys Leu 
35 40 45 



740 



taa tcaagaatac ctccttatga aaataattct gagagcatga atatttgacc 


793 


ttaaatctcc 


agtgactcag 


agcttcaccc 


acaaactcag 


gagaacataa 


gcctgctcgt 


853 


aaagctcaat 


ccttctatca 


tggcaccaat 


cacaagaacc 


ttggacgttt 


gactgactct 


913 


atcctttctc 


tcctaactat 


aaatcctatt 


tgtgtgtcgt 


gggtatggaa 


ggacagatat 


973 


atttctttag 


gcattcttgg 


atatctgtaa 


cttctatgat 


cattactcca 


aagttgtttc 


1033 


cagaaattgg 


ttctatttct 


tcttatccac 


ctactccatt 


gctttatgag 


gtttaaggaa 


1093 


ggaaggcggt 


ataatcccta 


ttcaatatat 


tttttctaaa 


atccaacttc 


tgaccgccca 


1153 


gtaggaagaa 


aaatgagaca 


ttttttccat 


tacagagaaa 


tgcttcttga 


ctttaacatc 


1213 


agcattataa 


aaagtgtcaa 


ataaaaaatt 


accatcatta 


tcattaaaat 


aaattttcac 


1273 


tgtatttgag 


atgggagggt 


taaggctcag 


ggattttatt 


tcagtgaact 


gctggaactc 


1333 


acacatgccc 


tgatatgtaa 


atgatgattt 


atgttggcga 


gtctgagagc 


aagcccaaat 


1393 


gtgttcttca 


aaggacaatg 


ggaaactgta 


aagtagagaa 


ctaaagaata 


aggectttag 


1453 


aatctgacac 


atctgggttc 


aaattctgaa 


actgtcactt 


attacctgta 


tgaacatggg 


1513 


caaattatct 


aatctctctg 


atctattttt 


cctcatctgt 


aaaataggtg 


taataataac 


1573 


aactactttg 


teggttgetc 


tgagggttaa 


atgaaaataa 


aaagaaaatg 


tgaaacagca 


1633 


ccacaggtac 


ttg 










1646 



Gin Val Leu Gly Ala lie Gin He Leu Asn Ala Ala Met He Leu Ala 
50 55 60 
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Leu Gly Val Phe Leu Gly Ser Leu Gin Tyr Pro Tyr His Phe Gin Lys 
65 ' 70 75 80 



His Phe Phe Phe Phe Thr Phe Tyr Thr Gly Tyr Pro He Trp Gly Ala 

85 90 9$ 



Val Phe Phe Cys Ser Ser Gly Thr Leu Ser Val Val Ala Gly He Lys 

100 105 HO 



Pro Thr Arg Thr Trp He Gin Asn Ser Phe Gly Met Asn lie Ala Ser 
115 120 125 



Ala Thr He Ala Leu Val Gly Thr Ala Phe Leu Ser Leu Asn He Ala 
130 135 140 



Val Asn He Gin Ser Leu Arg Ser Cys His Ser Ser Ser Glu Ser Pro 
145 150 155 160 



Asp Leu Cys Asn Tyr Met Gly Ser He Ser Asn Gly Met Val Ser Leu 

165 170 175 



Leu Leu He Leu Thr Leu Leu Glu Leu Cys Val Thr He Ser Thr lie 

180 185 190 



Ala Met Trp Cys Asn Ala Asn Cys Cys Asn Ser Arg Glu Glu He Ser 
195 200 205 



Ser Pro Pro Asn Ser Val 
210 



<210> 23 

<211> 2481 

<212> DNA 

<213> Homo sapiens 



<220> 

<221> CDS 

<222> (179) . . (1276) 



<400> 23 

ggccttgtca gctcacagca ggcgttaaca gcctctaatt gaggaaactg tggctggaca 60 

ggttgcaagg cagttctgct ccccatcgtc ctcttgctga ctggggactg ctgagcccgt 12 0 

gcacggcaga gagtctggtg gggtggaggg gctggcctgg cccctctgtc ctgtggaa 17 8 



atg ctg ggg caa gtg gtc acc etc ata etc etc ctg etc etc aag gtg 
Met Leu Gly Gin Val Val Thr Leu He Leu Leu Leu Leu Leu Lys Val 
15 10 15 



226 



tat cag ggc aaa gga tgc cag gga tea get gac cat gtg gtt age ate 274 
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Tyr Gin Gly Lys Gly Cys Gin Gly Ser Ala Asp His Val Val Ser He 

20 25 30 

teg gga gtg cct ctt cag tta caa cca aac age ata cag acg aag gtt 322 
Ser Gly Val Pro Leu Gin Leu Gin Pro Asn Ser He Gin Thr Lys Val 
35 40 45 



gac age att gca tgg aag aag ttg ctg ccc tea caa aat gga ttt cat 
Asp Ser He Ala Trp Lys Lys Leu Leu Pro Ser Gin Asn Gly Phe His 
50 55 60 

cac ata ttg aag tgg gag aat ggc tct ttg cct tec aat act tec aat 
His He Leu Lys Trp Glu Asn Gly Ser Leu Pro Ser Asn . Thr Ser Asn 
65 70 75 80 

gat aga ttc agt ttt ata gtc aag aac ttg agt ctt etc ate aag gca 
Asp Arg Phe Ser Phe He Val Lys Asn Leu Ser Leu Leu He Lys Ala 

85 90 95 



9 

tct gga aaa gtt cag aca gee acg ttc cag gtt ttt gta ttt gat aaa 
Ser Gly Lys Val Gin Thr Ala Thr Phe Gin Val Phe Val Phe Asp Lys 
115 120 125 

gtt gag aaa ccc cgc eta cag ggg cag ggg aag ate ctg gac aga ggg 
Val Glu Lys Pro Arg Leu Gin Gly Gin Gly Lys He Leu Asp Arg Gly 
130 135 140 

aga tgc caa gtg get ctg tct tgc ttg gtc tec agg gat ggc aat gtg 
Arg Cys Gin Val Ala Leu Ser Cys Leu Val Ser Arg Asp Gly Asn Val 
145 150 155 160 

tec tat get tgg tac aga ggg age aag ctg ate cag aca gca ggg aac 
Ser Tyr Ala Trp Tyr Arg Gly Ser Lys Leu He Gin Thr Ala Gly Asn 

165 170 175 

etc acc tac ctg gac gag gag gtt gac att aat ggc act cac aca tat 
Leu Thr Tyr Leu Asp Glu Glu Val Asp He Asn Gly Thr His Thr Tyr 

180 185 190 

acc tgc aat gtc age aat cct gtt age tgg gaa age cac acc ctg aat 
Thr Cys Asn Val Ser Asn Pro Val Ser Trp Glu Ser His Thr Leu Asn 
195 200 205 

etc act cag gac tgt cag aat gee cat cag gaa ttc aga ttt tgg ccg 
Leu Thr Gin Asp Cys Gin Asn Ala His Gin Glu Phe Arg Phe Trp Pro 
210 215 220 

ttt ttg gtg ate ate gtg att eta age gca ctg ttc ctt ggc acc ctt 
Phe Leu Val He He Val He Leu Ser Ala Leu Phe Leu Gly Thr Leu 
225 230 235 240 

gec tgc ttc tgt gtg tgg agg aga aag agg aag gag aag cag tea gag 
Ala Cys Phe Cys Val Trp Arg Arg Lys Arg Lys Glu Lys Gin Ser Glu 

245 250 255 

acc agt ccc aag gaa ttt ttg aca att tac gaa gat gtc aag gat ctg 
Thr Ser Pro Lys Glu Phe Leu Thr He Tyr Glu Asp Val Lys Asp Leu 

260 265 270 



370 



418 



466 



get cag cag cag gac agt ggc etc tac tgc ctg gag gtc acc agt ata 514 
Ala Gin Gin Gin Asp Ser Gly Leu Tyr Cys Leu Glu Val Thr Ser He 

100 105 HO 



562 



610 



658 



706 



754 



802 



850 



898 



946 



994 
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1042 



1090 



1138 



1186 



1234 



1276 



aaa acc agg aga aat cac gag cag gag cag act ttt cct gga ggg ggg 
Lys Thr Arg Arg Asn His Glu Gin Glu Gin Thr Phe Pro Gly Gly Gly 
275 280 285 

age acc ate tac tct atg ate cag tec cag tct tct get ccc acg tea 
Ser Thr lie Tyr Ser Met lie Gin Ser Gin Ser Ser Ala Pro Thr Ser 
290 295 300 

caa gaa cct gca tat aca tta tat tea tta att cag cct tec agg aag 
Gin Glu Pro Ala Tyr Thr Leu Tyr Ser Leu He Gin Pro Ser Arg Lys 
305 310 315 320 

tct gga tec agg aag agg aac cac age cct tec ttc aat age act ate 
Ser Gly Ser Arg Lys Arg Asn His Ser Pro Ser Phe Asn Ser Thr He 

325 330 335 

tat gaa gtg att gga aag agt caa cct aaa gee cag aac cct get cga 
Tyr Glu Val He Gly Lys Ser Gin Pro Lys Ala Gin Asn Pro Ala Arg 

340 345 350 

ttg age cgc aaa gag ctg gag aac ttt gat gtt tat tec tag 
Leu Ser Arg Lys Glu Leu Glu Asn Phe Asp Val Tyr Ser 
355 360 365 

ttgetgeage aattctcacc tttcttgeae atcagcatct gctttgggaa ttggcacagt 133 6 

ggatgaegge acaggagtct ctatagaaca gttcctagtc tggagaggat atggaaattt 13 96 

gttcttgttc tatattttgt tttgaaaatg atgtctaaca accatgataa gagcaaggct 1456 

gttaaataat atcttccaat ttacagatca gacatgaatg ggtggagggg ttaggttgtt 1516 

cacaaaaggc cacattccaa gtatttgtaa tctagaaagt gttatgtaag tgatgttatt 157 6 

agcatcgaga ttccctccac ctgattttca agctgtcact tgtttccttt tctcccctct 163 6 

ctgggttgac tgcatttcta gactctcgcc ggcccaggcc catcttccaa agcaagagga 1696 

aggaatgata atggtgactc aggggaagaa gaaacagccc tcctctgaaa gcctggactg 1756 

tccggctgtg aactggctgg caggttctgc acgtgggtgg gggecaggge ctgggcttta 1816 

etcaattgea gagaaaaaac tttctccctg catctcatac ctttacctct ggccagttgg 1876 

ccaccagggg gagtgggctg aagggagagt agatggtgca aagcaagccc atctctaagt 193 6 

agaaaaatca cccagagcac atgetgaect gataactggg gtgttgagac cagctttgtc 1996 

catggtatga tgtttgattt atgaagaege attgttagaa atccatttgg cttcttcata 2056 

gaagtggctt cccagaggaa gaggcctctc agaaaccatg ttctatttaa gttctgagtc 2116 

ctgatgagtg ttccccagga tgcacattga agggagggct caggcagctg agggctgaga 2176 

atgaggcagt tggaatctag acactatget gggttccctg agtegtcagg ccagacattt 2236 

caacaaggct gtggggagca gggctgtgac tctggctgag cccaggaaag cgacaagggt 22 96 

gaactgggag aggacttact cagagacccc aacaggtgat actgeacaaa gcctggttct 2356 

tcaattttcc taccctgtat ctaacatagg agtttcatat aaaacggtga tatcatgeag 2416 
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atgcagtctg aattccttgc ctgaattaaa tttatgtatc ctctccaaaa aaaaaaaaaa 2476 

2481 



aaaaa 



<210> 24 

<211> 365 

<212> PRT 

<213> Homo sapiens 

<400> 24 

Met Leu Gly Gin Val Val Thr Leu lie Leu Leu Leu Leu Leu Lys Val 
! 5 10 15 

Tyr Gin Gly Lys Gly Cys Gin Gly Ser Ala Asp His Val Val Ser lie 

20 25 30 



Ser Gly Val Pro Leu Gin Leu Gin Pro Asn Ser lie Gin Thr Lys Val 
35 40 45 

Asp Ser lie Ala Trp Lys Lys Leu Leu Pro Ser Gin Asn Gly Phe His 
50 55 60 



His lie Leu Lys Trp Glu Asn Gly Ser Leu Pro Ser Asn Thr Ser Asn 
65 70 75 80 

Asp Arg Phe Ser Phe lie Val Lys Asn Leu Ser Leu Leu He Lys Ala 

85 90 95 



Ala Gin Gin Gin Asp Ser Gly Leu Tyr Cys Leu Glu Val Thr Ser He 

100 105 HO 



Ser Gly Lys Val Gin Thr Ala Thr Phe Gin Val Phe Val Phe Asp Lys 
115 12 0 12 5 



Val Glu Lys Pro Arg Leu Gin Gly Gin Gly Lys He Leu Asp Arg Gly 
13 0 13 5 140 



Arg Cys Gin Val Ala Leu Ser Cys Leu Val Ser Arg Asp Gly Asn Val 
145 150 155 160 



Ser Tyr Ala Trp Tyr Arg Gly Ser Lys Leu He Gin Thr Ala Gly Asn 

165 170 175 



Leu Thr Tyr Leu Asp Glu Glu Val Asp He Asn Gly Thr His Thr Tyr 

180 " 185 190 



Thr Cys Asn Val Ser Asn Pro Val Ser Trp Glu Ser His Thr Leu Asn 
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195 200 205 



Leu Thr Gin Asp Cys Gin Asn Ala His Gin Glu Phe Arg Phe Trp Pro 
210 215 220 



Phe Leu Val lie He Val He Leu Ser Ala Leu Phe Leu Gly Thr Leu 
225 230 235 240 



Ala Cys Phe Cys Val Trp Arg Arg Lys Arg Lys Glu Lys Gin Ser Glu 

245 250 255 



Thr Ser Pro Lys Glu Phe Leu Thr He Tyr Glu Asp Val Lys Asp Leu 

260 265 270 



Lys Thr Arg Arg Asn His Glu Gin Glu Gin Thr Phe Pro Gly Gly Gly 
275 280 285 



Ser Thr He Tyr Ser Met He Gin Ser Gin Ser Ser Ala Pro Thr Ser 
290 295 300 



Gin Glu Pro Ala Tyr Thr Leu Tyr Ser Leu He Gin Pro Ser Arg Lys 
305 310 315 320 

Ser Gly Ser Arg Lys Arg Asn His Ser Pro Ser Phe Asn Ser Thr He 

325 330 335 



Tyr Glu Val He Gly Lys Ser Gin Pro Lys Ala Gin Asn Pro Ala Arg 

340 345 350 

) 

Leu Ser Arg Lys Glu Leu Glu Asn Phe Asp Val Tyr Ser 
355 360 365 



<210> 25 

<211> 4574 

<212> DNA 

<213> Homo sapiens 



<220> 

<221> CDS 

<222> (593) . . (3061) 



<400> 25 

gagcgggcga gggagcgcgc gcggccgcca caaagctcgg gcgccgcggg gctgcatgcg 60 

gcgtacctgg cccggcgcgg cgactgctct ccgggctggc gggggccggc cgcgagcccc 120 

gggggccccg aggccgcagc ttgcctgcgc gctctgagcc ttcgcaactc gcgagcaaag 180 

tttggtggag gcaacgccaa gcctgagfccc tttcttcctc tcgttcccca aatccgaggc 24 0 
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agcccgcggg 


cgtcatgccc 


gcgctcctcc 


gcagcctggg 


gtacgcgctg 


aagcccggga 


300 


ggcttggcgc 


cggcgaagac 


ccaaggacca 


ctcttctgcg 


tttggagttg 


ctccccacaa 


360 


ccccgggctc 


gtcgctttct 


ccatcccgac 


ccagccgggg 


cgcggggaca 


acacaggtcg 


420 


cggaggagcg 


ttgccattca 


agtgactgca 


gcagcagcgg 


cagcgcctcg 


gttcctgagc 


480 


ccaccgcagg 


ctgaaggcat 


tgcgcgtagt 


ccatgcccgt 


agaggaagtg 


tgcagatggg 


540 


attaacgtcc 


acatggagat 


atggaagagg 


accggggatt 


ggtaccgtaa 


cc atg gtc 
Met Val 


598 



694 



742 



790 



838 



886 



age tgg ggt cgt ttc ate tgc ctg gtc gtg gtc acc atg gca acc ttg 64 6 

Ser Trp Gly Arg Phe lie Cys Leu Val Val Val Thr Met Ala Thr Leu 
5 10 15 

tec ctg gec egg ccc tec ttc agt tta gtt gag gat acc aca tta gag 
Ser Leu Ala Arg Pro Ser Phe Ser Leu Val Glu Asp Thr Thr Leu Glu 
20 25 30 

cca gaa gag cca cca acc aaa tac caa ate tct caa cca gaa gtg tac 
Pro Glu Glu Pro Pro Thr Lys Tyr Gin lie Ser Gin Pro Glu Val Tyr 
35 40 45 50 

gtg get gcg cca ggg gag teg eta gag gtg cgc tgc ctg ttg aaa gat 
Val Ala Ala Pro Gly Glu Ser Leu Glu Val Arg Cys Leu Leu Lys Asp 

55 60 65 

gee gec gtg ate agt tgg act aag gat ggg gtg cac ttg ggg ccc aac 
Ala Ala Val lie Ser Trp Thr Lys Asp Gly Val His Leu Gly Pro Asn 

70 75 80 

aat agg aca gtg ctt att ggg gag tac ttg cag ata aag ggc gee acg 
Asn Arg Thr Val Leu lie Gly Glu Tyr Leu Gin He Lys Gly Ala Thr 
85 90 95 

cct aga gac tec ggc etc tat get tgt act gee agt agg act gta gac 934 
Pro Arg Asp Ser Gly Leu Tyr Ala Cys Thr Ala Ser Arg Thr Val Asp 
100 105 HO 

agt gaa act tgg tac ttc atg gtg aat gtc aca gat gee ate tea tec 982 
Ser Glu Thr Trp Tyr Phe Met Val Asn Val Thr Asp Ala He Ser Ser 
115 120 125 130 

gga gat gat gag gat gac acc gat ggt gcg gaa gat ttt gtc agt gag 
Gly Asp Asp Glu Asp Asp Thr Asp Gly Ala Glu Asp Phe Val Ser Glu 

135 140 145 

aac agt aac aac aag aga gca cca tac tgg acc aac aca gaa aag atg 
Asn Ser Asn Asn Lys Arg Ala Pro Tyr Trp Thr Asn Thr Glu Lys Met 

150 155 160 

gaa aag egg etc cat get gtg cct gcg gee aac act gtc aag ttt cgc 112 6 

Glu Lys Arg Leu His Ala Val Pro Ala Ala Asn Thr Val Lys Phe Arg 
165 170 175 

tgc cca gee ggg ggg aac cca atg cca acc atg egg tgg ctg aaa aac 1174 
Cys Pro Ala Gly Gly Asn Pro Met Pro Thr Met Arg Trp Leu Lys Asn 
180 185 190 



1030 



1078 
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ggg aag gag ttt aag cag gag cat cgc att gga ggc tac aag gta cga 1222 
Gly Lys Glu Phe Lys Gin Glu His Arg lie Gly Gly Tyr Lys Val Arg 
l9 5 200 205 210 

aac cag cac tgg age etc att atg gaa agt gtg gtc cca tct gac aag 127 0 

Asn Gin His Trp Ser Leu He Met Glu Ser Val Val Pro Ser Asp Lys 

215 220 225 

gga aat tat acc tgt gtg gtg gag aat gaa tac ggg tec ate aat cac 1318 
Gly Asn Tyr Thr Cys Val Val Glu Asn Glu Tyr Gly Ser He Asn His 

230 235 240 

acg tac cac ctg gat gtt gtg gag cga teg cct cac egg ccc ate etc 1366 
Thr Tyr His Leu Asp Val Val Glu Arg Ser Pro His Arg Pro He Leu 
245 250 255 

caa gee gga ctg ccg gca aat gee tec aca gtg gtc gga gga gac gta 1414 
Gin Ala Gly Leu Pro Ala Asn Ala Ser Thr Val Val Gly Gly Asp Val 
260 265 270 

gag ttt gtc tgc aag gtt tac agt gat gee cag ccc cac ate cag tgg 1462 
Glu Phe Val Cys Lys Val Tyr Ser Asp Ala Gin Pro His He Gin Trp 
275 280 285 290 

ate aag cac gtg gaa aag aac ggc agt aaa tac ggg ccc gac ggg ctg 1510 
lie Lys His Val Glu Lys Asn Gly Ser Lys Tyr Gly Pro Asp Gly Leu 

295 300 305 

ccc tac etc aag gtt etc aag cac teg ggg ata aat agt tec aat gca 1558 
Pro Tyr Leu Lys Val Leu Lys His Ser Gly He Asn Ser Ser Asn Ala 

310 315 320 

gaa gtg ctg get ctg ttc aat gtg acc gag gcg gat get ggg gaa tat 1606 
Glu Val Leu Ala Leu Phe Asn Val Thr Glu Ala Asp Ala Gly Glu Tyr 
325 330 335 

ata tgt aag gtc tec aat tat ata ggg cag gee aac cag tct gee tgg 1654 
lie Cys Lys Val Ser Asn Tyr He Gly Gin Ala Asn Gin Ser Ala Trp 
340 345 350 



etc act gtc ctg cca aaa cag caa gcg cct gga aga gaa aag gag att 
Leu Thr Val Leu Pro Lys Gin Gin Ala Pro Gly Arg Glu Lys Glu He 
355 360 365 370 

aca get tec cca gac tac ctg gag ata gee att tac tgc ata ggg gtc 
Thr Ala Ser Pro Asp Tyr Leu Glu He Ala He Tyr Cys He Gly Val 

375 380 385 



1702 



1750 



ttc tta ate gee tgt atg gtg gta aca gtc ate ctg tgc cga atg aag 1798 
Phe Leu He Ala Cys Met Val Val Thr Val He Leu Cys Arg Met Lys 

390 395 400 

aac acg acc aag aag cca gac ttc age age cag ccg get gtg cac aag 1846 
Asn Thr Thr Lys Lys Pro Asp Phe Ser Ser Gin Pro Ala Val His Lys 
405 410 415 

ctg acc aaa cgt ate ccc ctg egg aga cag gta aca gtt teg get gag 1894 
Leu Thr Lys Arg He Pro Leu Arg Arg Gin Val Thr Val Ser Ala Glu 
420 425 430 

tec age tec tec atg aac tec aac acc ccg ctg gtg agg ata aca aca 1942 
Ser Ser Ser Ser Met Asn Ser Asn Thr Pro Leu Val Arg He Thr Thr 
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440 445 450 



cgc etc tct tea acg gca gac acc ccc atg ctg gca ggg gtc tec gag 
Arg Leu Ser Ser Thr Ala Asp Thr Pro Met Leu Ala Gly Val Ser Glu 

455 460 465 

tat gaa ctt cca gag gac cca aaa tgg gag ttt cca aga gat aag ctg 
Tyr Glu Leu Pro Glu Asp Pro Lys Trp Glu Phe Pro Arg Asp Lys Leu 

470 475 480 

aca ctg ggc aag ccc ctg gga gaa ggt tgc ttt ggg caa gtg gtc atg 
Thr Leu Gly Lys Pro Leu Gly Glu Gly Cys Phe Gly Gin Val Val Met 
485 490 495 



ata gca gac ttt gga etc gec aga gat ate aac aat ata gac tat tac 
lie Ala Asp Phe Gly Leu Ala Arg Asp lie Asn Asn lie Asp Tyr Tyr 
645 650 655 



gec ctg ttt gat aga gta tac act cat cag agt gat gtc tgg tec ttc 
Ala Leu Phe Asp Arg Val Tyr Thr His Gin Ser Asp Val Trp Ser Phe 
675 680 ^ 685 690 



1990 



2038 



2086 



2326 



gcg gaa gca gtg gga att gac aaa gac aag ccc aag gag gcg gtc acc 2134 
Ala Glu Ala Val Gly lie Asp Lys Asp Lys Pro Lys Glu Ala Val Thr 
500 505 510 

gtg gec gtg aag atg ttg aaa gat gat gec aca gag aaa gac ctt tct 2182 
Val Ala Val Lys Met Leu Lys Asp Asp Ala Thr Glu Lys Asp Leu Ser 
515 520 525 530 

gat ctg gtg tea gag atg gag atg atg aag atg att ggg aaa cac aag 2230 
Asp Leu Val Ser Glu Met Glu Met Met Lys Met lie Gly Lys His Lys 

535 540 545 

aat ate ata aat ctt ctt gga gec tgc aca cag gat ggg cct etc tat 2278 
Asn lie lie Asn Leu Leu Gly Ala Cys Thr Gin Asp Gly Pro Leu Tyr 

550 555 560 

gtc ata gtt gag tat gec tct aaa ggc aac etc cga gaa tac etc cga 
Val lie Val Glu Tyr Ala Ser Lys Gly Asn Leu Arg Glu Tyr Leu Arg 
565 570 575 

gec egg agg cca ccc ggg atg gag tac tec tat gac att aac cgt gtt 
Ala Arg Arg Pro Pro Gly Met Glu Tyr Ser Tyr Asp He Asn Arg Val 
580 585 590 

cct gag gag cag atg acc ttc aag gac ttg gtg tea tgc acc tac cag 2422 
Pro Glu Glu Gin Met Thr Phe Lys Asp Leu Val Ser Cys Thr Tyr Gin 
595 600 605 610 

ctg gec aga ggc atg gag tac ttg get tec caa aaa tgt att cat cga 2470 
Leu Ala Arg Gly Met Glu Tyr Leu Ala Ser Gin Lys Cys He His Arg 

615 620 625 

gat tta gca gec aga aat gtt ttg gta aca gaa aac aat gtg atg aaa 2518 
Asp Leu Ala Ala Arg Asn Val Leu Val Thr Glu Asn Asn Val Met Lys 

630 635 640 



2374 



2566 



aaa aag acc acc aat ggg egg ctt cca gtc aag tgg atg get cca gaa 2614 
Lys Lys Thr Thr Asn Gly Arg Leu Pro Val Lys Trp Met Ala Pro Glu 
660 665 670 



2662 
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ggg gtg tta atg tgg gag ate ttc act tta ggg ggc teg ccc tac cca 2710 

Gly Val Leu Met Trp Glu lie Phe Thr Leu Gly Gly Ser Pro Tyr Pro 

695 700 705 

ggg att ccc gtg gag gaa ctt ttt aag ctg ctg aag gaa gga cac aga 2758 
Gly He Pro Val Glu Glu Leu Phe Lys Leu Leu Lys Glu Gly His Arg 

710 715 720 

atg gat aag cca gec aac tgc acc aac gaa ctg tac atg atg atg agg 2 8 06 

Met Asp Lys Pro Ala Asn Cys Thr Asn Glu Leu Tyr Met Met Met Arg 
725 . 730 735 

gac tgt tgg cat gca gtg ccc tec cag aga cca acg ttc aag cag ttg 2854 
Asp Cys Trp His Ala Val Pro Ser Gin Arg Pro Thr Phe Lys Gin Leu 
740 745 750 



gta gaa gac ttg gat cga att etc act etc aca acc aat gag gaa tac 
Val Glu Asp Leu Asp Arg He Leu Thr Leu Thr Thr Asn Glu Glu Tyr 
755 760 765 770 



2902 



ttg gac etc age caa cct etc gaa cag tat tea cct agt tac cct gac 2950 
Leu Asp Leu Ser Gin Pro Leu Glu Gin Tyr Ser Pro Ser Tyr Pro Asp 

775 780 785 

aca aga agt tct tgt tct tea gga gat gat tct gtt ttt tct cca gac 2998 
Thr Arg Ser Ser Cys Ser Ser Gly Asp Asp Ser Val Phe Ser Pro Asp 

790 795 800 

ccc atg cct tac gaa cca tgc ctt cct cag tat cca cac ata aac ggc 3046 
Pro Met Pro Tyr Glu Pro Cys Leu Pro Gin Tyr Pro His He Asn Gly 
805 810 815 

agt gtt aaa aca tga atgactgtgt ctgcctgtcc ccaaacagga cagcactggg 3101 
Ser Val Lys Thr 
820 



aacctagcta 


cactgagcag 


ggagaccatg 


cctcccagag 


cttgttgtct 


ccacttgtat 


3161 


atatggatca 


gaggagtaaa 


taattggaaa 


agtaatcagc 


atatgtgtaa 


agatttatac 


3221 


agttgaaaac 


ttgtaatctt 


ccccaggagg 


agaagaaggt 


ttctggagca 


gtggactgcc 


3281 


acaagccacc 


atgtaacccc 


tctcacctgc 


cgtgcgtact 


ggctgtggac 


cagtaggact 


3341 


caaggtggac 


gtgcgttctg 


ccttccttgt 


taattttgta 


ataattggag 


aagatttatg 


3401 


tcagcacaca 


cttacagagc 


acaaatgeag 


tatataggtg 


ctggatgtat 


gtaaatatat 


3461 


tcaaattatg 


tataaatata 


tattatatat 


ttacaaggag 


ttattttttg 


tattgatttt 


3521 


aaatggatgt 


cccaatgcac 


ctagaaaatt 


ggtctctctt 


tttttaatag 


etatttgeta 


3581 


aatgctgttc 


ttacacataa 


tttcttaatt 


ttcaccgagc 


agaggtggaa 


aaatactttt 


3641 


gctttcaggg 


aaaatggtat 


aacgttaatt 


tattaataaa 


ttggtaatat 


acaaaacaat 


3701 


taatcattta 


tagttttttt 


tgtaatttaa 


gtggcatttc 


tatgeaggea 


gcacagcaga 


3761 


ctagttaatc 


tattgettgg 


acttaactag 


ttatcagatc 


ctttgaaaag 


agaatattta 


3821 


caatatatga 


ctaatttggg 


gaaaatgaag 


ttttgattta 


tttgtgttta 


aatgctgctg 


3881 
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tcagacgatt 


gttcttagac 


ctcctaaatg 


ccccatatta 


aaagaactca 


ttcataggaa 


3941 


ggtgtttcat 


tttggtgtgc 


aaccctgtca 


ttacgtcaac 


gcaacgtcta 


actggacttc 


4001 


ccaagataaa 


tggtaccagc 


gtcctcttaa 


aagatgcctt 


aatccattcc 


ttgaggacag 


4061 


accttagttg 


aaatgatagc 


agaatgtgct 


tctctctggc 


agctggcctt 


ctgcttctga 


4121 


gttgcacatt 


aatcagatta 


gcctgattct 


cttcagtgaa 


ttttgataat 


ggcttccaga 


4181 


ctctttgcgt 


tggagacgcc 


tgttaggatc 


ttcaagtccc 


atcatagaaa 


attgaaacac 


4241 


agagttgttc 


tgctgatagt 


tttggggata 


cgtccatctt 


tttaagggat 


tgctttcatc 


4301 


taattctggc 


aggacctcac 


caaaagatcc 


agcctcatac 


ctacatcaga 


caaaatatcg 


4361 


ccgttgttcc 


ttctgtacta 


aagtattgtg 


ttttgctttg 


gaaacaccca 


ctcactttgc 


4421 


aatagccgtg 


caagatgaat 


gcagattaca 


ctgatcttat 


gtgttacaaa 


attggagaaa 


4481 


gtatttaata 


aaacctgtta 


atttttatac 


tgacaataaa 


aatgtttcta 


cagatattaa 


4541 


tgttaacaag 


acaaaataaa 


tgtcacgcaa 


ctt 






4574 



<210> 26 

<211> 822 

<212> PRT 

<213> Homo sapiens 

<400> 26 

Met Val Ser Trp Gly Arg Phe He Cys Leu Val Val Val Thr Met Ala 
1 5 10 15 



Thr Leu Ser Leu Ala Arg Pro Ser Phe Ser Leu Val Glu Asp Thr Thr 

20 25 30 

Leu Glu Pro Glu Glu Pro Pro Thr Lys Tyr Gin lie Ser Gin Pro Glu 
35 40 45 



Val Tyr Val Ala Ala Pro Gly Glu Ser Leu Glu Val Arg Cys Leu Leu 
50 55 60 

Lys Asp Ala Ala Val He Ser Trp Thr Lys Asp Gly Val His Leu Gly 
65 70 75 80 

Pro Asn Asn Arg Thr Val Leu He Gly Glu Tyr Leu Gin He Lys Gly 

85 90 95 



Ala Thr Pro Arg Asp Ser Gly Leu Tyr Ala Cys Thr Ala Ser Arg Thr 

100 105 HO 



Val Asp Ser Glu Thr Trp Tyr Phe Met Val Asn Val Thr Asp Ala He 
115 120 125 
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Ser Ser Gly Asp 
130 



Ser Glu Asn Ser 
14 5 



Lys Met Glu Lys 



Phe Arg Cys Pro 

180 



Lys Asn Gly Lys 
195 



Val Arg Asn Gin 
210 



Asp Lys Gly Asn 
225 



Asn His Thr Tyr 



lie Leu Gin Ala 

260 



Asp Val Glu Phe 
275 



Gin Trp lie Lys 
290 



Gly Leu Pro Tyr 
305 



Asn Ala Glu Val 



Glu Tyr lie Cys 

340 



Ala Trp Leu Thr 
355 



Asp Glu Asp Asp 
135 



Asn Asn Lys Arg 
150 



Arg Leu His Ala 
165 



Ala Gly Gly Asn 



Glu Phe Lys Gin 

200 



His Trp Ser Leu 
215 



Tyr Thr Cys Val 
230 



His Leu Asp Val 
245 



Gly Leu Pro Ala 



Val Cys Lys Val 

280 



His Val Glu Lys 
295 



Leu Lys Val Leu 
310 



Leu Ala Leu Phe 

325 



Lys Val Ser Asn 



Val Leu Pro Lys 

360 
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Thr Asp Gly Ala 

140 



Ala Pro Tyr Trp 
155 



Val Pro Ala Ala 
170 



Pro Met Pro Thr 
185 



Glu His Arg lie 



lie Met Glu Ser 

220 



Val Glu Asn Glu 
235 



Val Glu Arg Ser 
250 



Asn Ala Ser Thr 
265 



Tyr Ser Asp Ala 



Asn Gly Ser Lys 

300 



Lys His Ser Gly 
315 



Asn Val Thr Glu 
330 



Tyr He Gly Gin 
345 



Gin Gin Ala Pro 



Glu Asp Phe Val 



Thr Asn Thr Glu 

160 



Asn Thr Val Lys 
175 



Met Arg Trp Leu 
190 



Gly Gly Tyr Lys 
205 



Val Val Pro Ser 



Tyr Gly Ser He 

240 



Pro His Arg Pro 
255 



Val Val Gly Gly 
270 



Gin Pro His He 
285 



Tyr Gly Pro Asp 



He Asn Ser Ser 

320 



Ala Asp Ala Gly 
335 



Ala Asn Gin Ser 
350 



Gly Arg Glu Lys 
365 
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Glu lie Thr Ala 
370 



Gly Val Phe Leu 
385 



Met Lys Asn Thr 



His Lys Leu Thr 

420 



Ala Glu Ser Ser 
435 



Thr Thr Arg Leu 
450 



Ser Glu Tyr Glu 
465 



Lys Leu Thr Leu 



Val Met Ala Glu 

500 



Val Thr Val Ala 
515 



Leu Ser Asp Leu 
530 



His Lys Asn lie 
545 



Leu Tyr Val lie 



Leu Arg Ala Arg 

580 



Arg Val Pro Glu 
595 



Tyr Gin Leu Ala 
610 



Ser Pro Asp Tyr 
375 



lie Ala Cys Met 
390 



Thr Lys Lys Pro 
405 



Lys Arg lie Pro 



Ser Ser Met Asn 

440 



Ser Ser Thr Ala 
455 



Leu Pro Glu Asp 
470 



Gly Lys Pro Leu 
485 



Ala Val Gly He 



Val Lys Met Leu 

520 



Val Ser Glu Met 
535 



He Asn Leu Leu 
550 



Val Glu Tyr Ala 
565 



Arg Pro Pro Gly 



Glu Gin Met Thr 

600 



Arg Gly Met Glu 
615 
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Leu Glu He Ala 

380 



Val Val Thr Val 
395 



Asp Phe Ser Ser 
410 



Leu Arg Arg Gin 
425 



Ser Asn Thr Pro 



Asp Thr Pro Met 

460 



Pro Lys Trp Glu 
475 



Gly Glu Gly Cys 
490 



Asp Lys Asp Lys 
505 



Lys Asp Asp Ala 



Glu Met Met Lys 

540 



Gly Ala Cys Thr 
555 



Ser Lys Gly Asn 
570 



Met Glu Tyr Ser 
585 



Phe Lys Asp Leu 



Tyr Leu Ala Ser 

620 



lie Tyr Cys He 



He Leu Cys Arg 

400 



Gin Pro Ala Val 
415 



Val Thr Val Ser 
430 



Leu Val Arg He 
445 



Leu Ala Gly Val 



Phe Pro Arg Asp 

480 



Phe Gly Gin Val 
495 



Pro Lys Glu Ala 
510 



Thr Glu Lys Asp 
525 



Met He Gly Lys 



Gin Asp Gly Pro 

560 



Leu Arg Glu Tyr 
575 



Tyr Asp He Asn 
590 



Val Ser Cys Thr 
605 



Gin Lys Cys He 
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His Arg Asp Leu Ala Ala Arg Asn Val Leu Val Thr Glu Asn Asn Val 
625 630 635 640 



Met Lys He Ala Asp Phe Gly Leu Ala Arg Asp He Asn Asn He Asp 

645 650 655 



Tyr Tyr Lys Lys Thr Thr Asn Gly Arg Leu Pro Val Lys Trp Met Ala 

660 665 670 



Pro Glu Ala Leu Phe Asp Arg Val Tyr Thr His Gin Ser Asp Val Trp 
675 680 685 



Ser Phe Gly Val Leu Met Trp Glu He Phe Thr Leu Gly Gly Ser Pro 
690 695 700 



Tyr Pro Gly He Pro Val Glu Glu Leu Phe Lys Leu Leu Lys Glu Gly 
705 ~ 710 715 720 



His Arg Met Asp Lys Pro Ala Asn Cys Thr Asn Glu Leu Tyr Met Met 

725 730 735 



Met Arg Asp Cys Trp His Ala Val Pro Ser Gin Arg Pro Thr Phe Lys 

740 745 750 



Gin Leu Val Glu Asp Leu Asp Arg He Leu Thr Leu Thr Thr Asn Glu 
755 760 765 



Glu Tyr Leu Asp Leu Ser Gin Pro Leu Glu Gin Tyr Ser Pro Ser Tyr 
770 775 780 



Pro Asp Thr Arg Ser Ser Cys Ser Ser Gly Asp Asp Ser Val Phe Ser 
785 790 795 800 



Pro Asp Pro Met Pro Tyr Glu Pro Cys Leu Pro Gin Tyr Pro His He 

805 810 815 



Asn Gly Ser Val Lys Thr 

820 



<210> 27 

<211> 5175 

<212> DNA 

<213> Homo sapiens 



<220> 

<221> CDS 
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i 

<222> (94) . . (2676) 



<400> 27 

gccccgagtg caatcgcggg aagccagggt ttccagctag gacacagcag gtcgtgatcc 60 

gggtcgggac actgcctggc agaggctgcg age atg ggg ccc tgg ggc tgg aaa 114 

Met Gly Pro Trp Gly Trp Lys 
1 5 

ttg cgc tgg acc gtc gec ttg etc etc gee gcg gcg ggg act gca gtg 162 
Leu Arg Trp Thr Val Ala Leu Leu Leu Ala Ala Ala Gly Thr Ala Val 
10 15 20 

ggc gac aga tgt gaa aga aac gag ttc cag tgc caa gac ggg aaa tgc 210 
Gly Asp Arg Cys Glu Arg Asn Glu Phe Gin Cys Gin Asp Gly Lys Cys 
25 30 35 

ate tec tac aag tgg gtc tgc gat ggc age get gag tgc cag gat ggc 258 
lie Ser Tyr Lys Trp Val Cys Asp Gly Ser Ala Glu Cys Gin Asp Gly 
40 45 50 55 

tct gat gag tec cag gag acg tgc ttg tct gtc acc tgc aaa tec ggg 306 
Ser Asp Glu Ser Gin Glu Thr Cys Leu Ser Val Thr Cys Lys Ser Gly 

60 65 70 

gac ttc age tgt ggg ggc cgt gtc aac cgc tgc att cct cag ttc tgg 354 
Asp Phe Ser Cys Gly Gly Arg Val Asn Arg Cys He Pro Gin Phe Trp 

75 80 85 



agg tgc gat ggc caa gtg gac tgc gac aac ggc tea gac gag caa ggc 
Arg Cys Asp Gly Gin Val Asp Cys Asp Asn Gly Ser Asp Glu Gin Gly 



90 



95 100 



402 



450 



498 



tgt ccc ccc aag acg tgc tec cag gac gag ttt cgc tgc cac gat ggg 
Cys Pro Pro Lys Thr Cys Ser Gin Asp Glu Phe Arg Cys His Asp Gly 
105 HO 115 

aag tgc ate tct egg cag ttc gtc tgt gac tea gac egg gac tgc ttg 
Lys Cys He Ser Arg Gin Phe Val Cys Asp Ser Asp Arg Asp Cys Leu 
120 125 130 135 

gac ggc tea gac gag gec tec tgc ccg gtg etc acc tgt ggt ccc gec 54 6 

Asp Gly Ser Asp Glu Ala Ser Cys Pro Val Leu Thr Cys Gly Pro Ala 

140 145 150 

age ttc cag tgc aac age tec acc tgc ate ccc cag ctg tgg gee tgc 594 
Ser Phe Gin Cys Asn Ser Ser Thr Cys He Pro Gin Leu Trp Ala Cys 

155 160 165 

gac aac gac ccc gac tgc gaa gat ggc teg gat gag tgg ccg cag cgc 
Asp Asn Asp Pro Asp Cys Glu Asp Gly Ser Asp Glu Trp Pro Gin Arg 
170 175 180 

tgt agg ggt ctt tac gtg ttc caa ggg gac agt age ccc tgc teg gec 
Cys Arg Gly Leu Tyr Val Phe Gin Gly Asp Ser Ser Pro Cys Ser Ala 
185 190 195 

ttc gag ttc cac tgc eta agt ggc gag tgc ate cac tec age tgg cgc 73 8 

Phe Glu Phe His Cys Leu Ser Gly Glu Cys He His Ser Ser Trp Arg 
200 205 210 215 

tgt gat ggt ggc ccc gac tgc aag gac aaa tct gac gag gaa aac tgc 786 



642 



690 
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Cys Asp Gly Gly Pro Asp Cys Lys Asp Lys Ser Asp Glu Glu Asn Cys 

220 225 230 

get gtg gec acc tgt cgc cct gac gaa ttc cag tgc tct gat gga aac 834 

Ala Val Ala Thr Cys Arg Pro Asp Glu Phe Gin Cys Ser Asp Gly Asn 

235 240 245 

tgc ate cat ggc age egg cag tgt gac egg gaa tat gac tgc aag gac 8 82 

Cys lie His Gly Ser Arg Gin Cys Asp Arg Glu Tyr Asp Cys Lys Asp 
250 255 260 



atg age gat gaa gtt ggc tgc gtt aat gtg aca etc tgc gag gga ccc 
Met Ser Asp Glu Val Gly Cys Val Asn Val Thr Leu Cys Glu Gly Pro 
265 270 275 



930 



aac aag ttc aag tgt cac age ggc gaa tgc ate acc ctg gac aaa gtc 978 
Asn Lys Phe Lys Cys His Ser Gly Glu Cys lie Thr Leu Asp Lys Val 
280 285 290 295 

tgc aac atg get aga gac tgc egg gac tgg tea gat gaa ccc ate aaa 1026 
Cys Asn Met Ala Arg Asp Cys Arg Asp Trp Ser Asp Glu Pro He Lys 

300 305 310 

gag tgc ggg acc aac gaa tgc ttg gac aac aac ggc ggc tgt tec cac 1074 
Glu Cys Gly Thr Asn Glu Cys Leu Asp Asn Asn Gly Gly Cys Ser His 

315 320 325 

gtc tgc aat gac ctt aag ate ggc tac gag tgc ctg tgc ccc gac ggc 1122 
Val Cys Asn Asp Leu Lys He Gly Tyr Glu Cys Leu Cys Pro Asp Gly 
330 335 340 

ttc cag ctg gtg gee cag cga aga tgc gaa gat ate gat gag tgt cag 1170 
Phe Gin Leu Val Ala Gin Arg Arg Cys Glu Asp lie Asp Glu Cys Gin 
345 350 355 

gat ccc gac acc tgc age cag etc tgc gtg aac ctg gag ggt ggc tac 1218 
Asp Pro Asp Thr Cys Ser Gin Leu Cys Val Asn Leu Glu Gly Gly Tyr 
360 365 370 375 

aag tgc cag tgt gag gaa ggc ttc cag ctg gac ccc cac acg aag gee 12 66 

Lys Cys Gin Cys Glu Glu Gly Phe Gin Leu Asp Pro His Thr Lys Ala 

380 385 390 

tgc aag get gtg ggc tec ate gee tac etc ttc ttc acc aac egg cac 1314 
Cys Lys Ala Val Gly Ser lie Ala Tyr Leu Phe Phe Thr Asn Arg His 

395 400 405 

gag gtc agg aag atg acg ctg gac egg age gag tac acc age etc ate 1362 
Glu Val Arg Lys Met Thr Leu Asp Arg Ser Glu Tyr Thr Ser Leu He 
410 415 420 

ccc aac ctg agg aac gtg gtc get ctg gac acg gag gtg gee age aat 1410 
Pro Asn Leu Arg Asn Val Val Ala Leu Asp Thr Glu Val Ala Ser Asn 
425 430 435 

aga ate tac tgg tct gac ctg tec cag aga atg ate tgc age acc cag 1458 
Arg He Tyr Trp Ser Asp Leu Ser Gin Arg Met He Cys Ser Thr Gin 
440 445 450 455 

ctt gac aga gee cac ggc gtc tct tec tat gac acc gtc ate age agg 1506 
Leu Asp Arg Ala His Gly Val Ser Ser Tyr Asp Thr Val He Ser Arg 

460 465 470 
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gac ate cag gec ccc gac ggg ctg get gtg gac tgg ate cac age aac 1554 

Asp lie Gin Ala Pro Asp Gly Leu Ala Val Asp Trp lie His Ser Asn 

475 480 485 

ate tac tgg ace gac tct gtc ctg ggc act gtc tct gtt gcg gat ace 1602 

lie Tyr Trp Thr Asp Ser Val Leu Gly Thr Val Ser Val Ala Asp Thr 

490 495 500 



aag ggc gtg aag agg aaa acg tta ttc agg gag aac ggc tec aag cca 
Lys Gly Val Lys Arg Lys Thr Leu Phe Arg Glu Asn Gly Ser Lys Pro 
505 510 515 



ate tac teg ctg gtg act gaa aac att cag tgg ccc aat ggc ate acc 
lie Tyr Ser Leu Val Thr Glu Asn He Gin Trp Pro Asn Gly He Thr 

555 560 565 



1650 



agg gee ate gtg gtg gat cct gtt cat ggc ttc atg tac tgg act gac 169 8 

Arg Ala He Val Val Asp Pro Val His Gly Phe Met Tyr Trp Thr Asp 
520 525 530 535 

tgg 99^ act ccc gee aag ate aag aaa ggg ggc ctg aat ggt gtg gac 174 6 

Trp Gly Thr Pro Ala Lys He Lys Lys Gly Gly Leu Asn Gly Val Asp 

540 545 550 



1794 



eta gat etc etc agt ggc cgc etc tac tgg gtt gac tec aaa ctt cac 1842 
Leu Asp Leu Leu Ser Gly Arg Leu Tyr Trp Val Asp Ser Lys Leu His 
570 575 580 

tec ate tea age ate gat gtc aat ggg ggc aac egg aag acc ate ttg 1890 
Ser He Ser Ser He Asp Val Asn Gly Gly Asn Arg Lys Thr He Leu 
585 590 595 

gag gat gaa aag agg ctg gee cac ccc ttc tec ttg gee gtc ttt gag 193 8 

Glu Asp Glu Lys Arg Leu Ala His Pro Phe Ser Leu Ala Val Phe Glu 
600 605 610 615 

gac aaa gta ttt tgg aca gat ate ate aac gaa gee att ttc agt gee 198 6 

Asp Lys Val Phe Trp Thr Asp He He Asn Glu Ala He Phe Ser Ala 

620 625 630 

aac cgc etc aca ggt tec gat gtc aac ttg ttg get gaa aac eta ctg 
Asn Arg Leu Thr Gly Ser Asp Val Asn Leu Leu Ala Glu Asn Leu Leu 

635 640 645 

tec cca gag gat atg gtc etc ttc cac aac etc acc cag cca agagga 
Ser Pro Glu Asp Met Val Leu Phe His Asn Leu Thr Gin Pro Arg Gly 
650 655 660 

gtg aac tgg tgt gag agg acc acc ctg age aat ggc ggc tgc cag tat 213 0 

Val Asn Trp Cys Glu Arg Thr Thr Leu Ser Asn Gly Gly Cys Gin Tyr 
665 670 675 



2034 



2082 



ctg tgc etc cct gee ccg cag ate aac ccc cac teg ccc aag ttt acc 2178 

Leu Cys Leu Pro Ala Pro Gin He Asn Pro His Ser Pro Lys Phe Thr 

680 685 690 695 

tgc gee tgc ccg gac ggc atg ctg ctg gee agg gac atg agg age tgc 222 6 

Cys Ala Cys Pro Asp Gly Met Leu Leu Ala Arg Asp Met Arg Ser Cys 

700 705 710 

etc aca gag get gag get gca gtg gee acc cag gag aca tec acc gtc 2274 



WO 2005/085851 



PCT/US2005/007519 



-60- 

Leu Thr Glu Ala Glu Ala Ala Val Ala Thr Gin Glu Thr Ser Thr Val 

715 720 725 

agg eta aag gtc age tec aca gee gta agg aca cag cac aca ace ace 
Arg Leu Lys Val Ser Ser Thr Ala Val Arg Thr Gin His Thr Thr Thr 
730 735 740 



ctt eta tgg aag aac tgg egg ctt aag aac ate aac age ate aac ttt 
Leu Leu Trp Lys Asn Trp Arg Leu Lys Asn lie Asn Ser lie Asn Phe 
810 815 820 

gac aac ccc gtc tat cag aag ace aca gag gat gag gtc cac att tgc 
Asp Asn Pro Val Tyr Gin Lys Thr Thr Glu Asp Glu Val His He Cys 
825 830 835 



2322 



egg cct gtt ccc gac ace tec egg ctg cct ggg gec acc cct ggg etc 2370 
Arg Pro Val Pro Asp Thr Ser Arg Leu Pro Gly Ala Thr Pro Gly Leu 
745 750 755 

acc acg gtg gag ata gtg aca atg tct cac caa get ctg ggc gac gtt 2418 
Thr Thr Val Glu He Val Thr Met Ser His Gin Ala Leu Gly Asp Val 
760 765 770 775 

get ggc aga gga aat gag aag aag ccc agt age gtg agg get ctg tec 246 6 

Ala Gly Arg Gly Asn Glu Lys Lys Pro Ser Ser Val Arg Ala Leu Ser 

780 785 790 

att gtc etc ccc ate gtg etc etc gtc ttc ctt tgc ctg ggg gtc ttc 2 514 

He Val Leu Pro He Val Leu Leu Val Phe Leu Cys Leu Gly Val Phe 

795 800 805 



2562 



2610 



cac aac cag gac ggc tac age tac ccc teg aga cag atg gtc agt ctg 2 65 8 
His Asn Gin Asp Gly Tyr Ser Tyr Pro Ser Arg Gin Met Val Ser Leu 
840 845 850 855 

gag gat gac gtg gcg tga acatctgcct ggagtcccgc ccctgcccag 2706 
Glu Asp Asp Val Ala 

860 

aacccttcct gagacctcgc cggccttgtt ttattcaaag acagagaaga ccaaagcatt 2766 

gcctgccaga gctttgtttt atatatttat tcatctggga ggcagaacag getteggaca 2 82 6 

gtgcceatgc aatggcttgg gttgggattt tggtttcttc ctttcctgtg aaggataaga 2 886 

gaaacaggee eggggggace aggatgacac ctccatttct ctccaggaag ttttgagttt 294 6 

ctctccaccg tgacacaatc ctcaaacatg gaagatgaaa gggcagggga tgtcaggccc 3006 

agagaagcaa gtggctttca acacacaaca gcagatggca ccaacgggac cccctggccc 3066 

tgcctcatcc accaatctct aagccaaacc cctaaactca ggagtcaacg tgtttacctc 3126 

ttctatgcaa gecttgetag acagecaggt tagectttge cctgtcaccc ccgaatcatg 3186 

acccacccag tgtctttcga ggtgggtttg taccttcctt aagccaggaa agggattcat 3246 

ggcgtcggaa atgatctggc tgaatccgtg gtggcaccga gaccaaactc attcaccaaa 33 06 

tgatgecact tcccagaggc agagectgag tcaccggtca cccttaatat ttattaagtg 3366 

cctgagacac ccggttacct tggccgtgag gacacgtggc ctgcacccag gtgtggctgt 3426 
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<210> 28 

<211> 860 

<212> PRT 

<213> Homo sapiens 

<400> 28 

Met Gly Pro Trp Gly Trp Lys Leu Arg Trp Thr Val Ala Leu Leu Leu 
15 10 15 



Ala Ala Ala Gly Thr Ala Val Gly Asp Arg Cys Glu Arg Asn Glu Phe 

20 25 30 



Gin Cys Gin Asp Gly Lys Cys lie Ser Tyr Lys Trp Val Cys Asp Gly 
35 40 45 



Ser Ala Glu Cys Gin Asp Gly Ser Asp Glu Ser Gin Glu Thr Cys Leu 
50 55 60 



Ser Val Thr Cys Lys Ser Gly Asp Phe Ser Cys Gly Gly Arg Val Asn 
65 70 75 80 



Arg Cys lie Pro Gin Phe Trp Arg Cys Asp Gly Gin Val Asp Cys Asp 

85 90 95 



Asn Gly Ser Asp Glu Gin Gly Cys Pro Pro Lys Thr Cys Ser Gin Asp 

100 105 110 



Glu Phe Arg Cys His Asp Gly Lys Cys lie Ser Arg Gin Phe Val Cys 
115 120 125 



Asp Ser Asp Arg Asp Cys Leu Asp Gly Ser Asp Glu Ala Ser Cys Pro 
130 135 140 



Val Leu Thr Cys Gly Pro Ala Ser Phe Gin Cys Asn Ser Ser Thr Cys 
145 150 155 160 



lie Pro Gin Leu Trp Ala Cys Asp Asn Asp Pro Asp Cys Glu Asp Gly 

165 170 175 



Ser Asp Glu Trp Pro Gin Arg Cys Arg Gly Leu Tyr Val Phe Gin Gly 

180 185 190 



Asp Ser Ser Pro Cys Ser Ala Phe Glu Phe His Cys Leu Ser Gly Glu 
195 200 205 



Cys lie His Ser Ser Trp Arg Cys Asp Gly Gly Pro Asp Cys Lys Asp 
210 215 220 
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Lys Ser Asp Glu Glu Asn Cys Ala Val Ala Thr Cys Arg Pro Asp Glu 
225 230 235 240 



Phe Gin Cys Ser Asp Gly Asn Cys lie His Gly Ser Arg Gin Cys Asp 

245 250 255 



Arg Glu Tyr Asp Cys Lys Asp Met Ser Asp Glu Val Gly Cys Val Asn 

260 265 270 



Val Thr Leu Cys Glu Gly Pro Asn Lys Phe Lys Cys His Ser Gly Glu 
275 280 285 



Cys lie Thr Leu Asp Lys Val Cys Asn Met Ala Arg Asp Cys Arg Asp 
290 295 300 



Trp Ser Asp Glu Pro He Lys Glu Cys Gly Thr Asn Glu Cys Leu Asp 
305 310 315 320 

Asn Asn Gly Gly Cys Ser His Val Cys Asn Asp Leu Lys He Gly Tyr 

325 330 335 



Glu Cys Leu Cys Pro Asp Gly Phe Gin Leu Val Ala Gin Arg Arg Cys 

340 345 350 



Glu Asp He Asp Glu Cys Gin Asp Pro Asp Thr Cys Ser Gin Leu Cys 
355 360 365 



Val Asn Leu Glu Gly Gly Tyr Lys Cys Gin Cys Glu Glu Gly Phe Gin 
370 375 380 



Leu Asp Pro His Thr Lys Ala Cys Lys Ala Val Gly Ser He Ala Tyr 
3 85 3 90 3 95 4 00 



Leu Phe Phe Thr Asn Arg His Glu Val Arg Lys Met Thr Leu Asp Arg 

405 410 415 



Ser Glu Tyr Thr Ser Leu He Pro Asn Leu Arg Asn Val Val Ala Leu 

420 425 430 



Asp Thr Glu Val Ala Ser Asn Arg He Tyr Trp Ser Asp Leu Ser Gin 
435 440 445 



Arg Met He Cys Ser Thr Gin Leu Asp Arg Ala His Gly Val Ser Ser 
450 455 460 



Tyr Asp Thr Val He Ser Arg Asp He Gin Ala Pro Asp Gly Leu Ala 
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470 475 480 



Val Asp Trp He His Ser Asn He Tyr Trp Thr Asp Ser Val Leu Gly 

485 490 495 



Thr Val Ser Val Ala Asp Thr Lys Gly Val Lys Arg Lys Thr Leu Phe 

500 505 510 



Arg Glu Asn Gly Ser Lys Pro Arg Ala He Val Val Asp Pro Val His 
515 520 525 



Gly Phe Met Tyr Trp Thr Asp Trp Gly Thr Pro Ala Lys He Lys Lys 
530 535 540 

Gly Gly Leu Asn Gly Val Asp He Tyr Ser Leu Val Thr Glu Asn He 
545 550 555 560 



Gin Trp Pro Asn Gly He Thr Leu Asp Leu Leu Ser Gly Arg Leu Tyr 

565 570 575 



Trp Val Asp Ser Lys Leu His Ser He Ser Ser He Asp Val Asn Gly 

580 585 590 



Gly Asn Arg Lys Thr He Leu Glu Asp Glu Lys Arg Leu Ala His Pro 
595 600 605 



Phe Ser Leu Ala Val Phe Glu Asp Lys Val Phe Trp Thr Asp He He 
610 615 620 

Asn Glu Ala He Phe Ser Ala Asn Arg Leu Thr Gly Ser Asp Val Asn 
625 630 635 640 

Leu Leu Ala Glu Asn Leu Leu Ser Pro Glu Asp Met Val Leu Phe His 

645 650 655 



Asn Leu Thr Gin Pro Arg Gly Val Asn Trp Cys Glu Arg Thr Thr Leu 

660 665 670 



Ser Asn Gly Gly Cys Gin Tyr Leu Cys Leu Pro Ala Pro Gin He Asn 
675 680 685 



Pro His Ser Pro Lys Phe Thr Cys Ala Cys Pro Asp Gly Met Leu Leu 
690 695 700 

Ala Arg Asp Met Arg Ser Cys Leu Thr Glu Ala Glu Ala Ala Val Ala 
705 710 715 720 
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Thr Gin Glu Thr Ser Thr Val Arg Leu Lys Val Ser Ser Thr Ala Val 

725 730 735 



Arg Thr Gin His Thr Thr Thr Arg Pro Val Pro Asp Thr Ser Arg Leu 

740 745 750 



Pro Gly Ala Thr Pro Gly. Leu Thr Thr Val Glu lie Val Thr Met Ser 
755 760 765 



His Gin Ala Leu Gly Asp Val Ala Gly Arg Gly Asn Glu Lys Lys Pro 
770 775 780 

Ser Ser Val Arg Ala Leu Ser He Val Leu Pro He Val Leu Leu Val 
785 790 795 800 

Phe Leu Cys Leu Gly Val Phe Leu Leu Trp Lys Asn Trp Arg Leu Lys 

805 810 815 

Asn He Asn Ser He Asn Phe Asp Asn Pro Val Tyr Gin Lys Thr Thr 

820 825 830 

Glu Asp Glu Val His He Cys. His Asn Gin Asp Gly Tyr Ser Tyr Pro 
.935 840 845 



Ser Arg Gin Met Val Ser Leu Glu Asp Asp Val Ala 
850 855 860 



<210> 29 

<211> 2070 

<212> DNA 

<213> Homo sapiens 

<400> 29 

atgtttaggg aggctctagg gagaaatgca cagtttgaca tcgttcatga agagcctctc 



60 



cacggctcct gcgcctgaga cagctggcct gacctccaaa tcatccatcc acccctgctg 120 

tcatctgttt tcatagtgtg agatcaaccc acaggaatat ccatggcttt tgtgctcatt 180 
ttggttctca gtttctacga gctggtgtca ggacagtggc aagtcactgg accgggcaag 
tttgtccagg ccttggtggg ggaggacgcc gtgttctcct gctccctctt tcctgagacc 
agtgcagagg ctatggaagt gcggttcttc aggaatcagt tccatgctgt ggtccacctc 

tacagagatg gggaagactg ggaatctaag cagatgccac agtatcgagg gagaactgag 42 0 

tttgtgaagg actccattgc aggggggcgt gtctctctaa ggctaaaaaa catcactccc 480 
tcggacatcg gcctgtatgg gtgctggttc agttcccaga tttacgatga ggaggccacc 

tgggagctgc gggtggcagc actgggctca cttcctctca tttccatcgt gggatatgtt 600 



240 
300 
360 



540 
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gacggaggta 


tccagttact 


ctgcctgtcc 


tcaggctggt 


tcccccagcc 


cacagccaag 


f f r\ 

660 


tggaaaggtc 


cacaaggaca 


ggatttgtct 


tcagactcca 


gagcaaatgc 


agatgggtac 


72 0 


agcctgtatg 


atgtggagat 


ctccafctafca 


gtccaggaaa 


atgctgggag 


catattgtgt 


780 


tccatccacc 


ttgctgagca 


gagtcatgag 


gtggaatcca 


aggtactgat 


aggagagacg 


84 0 


tfctttccagc 


cctcaccttg 


gcgcctggct 


tctattttac 


tcgggttact 


ctgtggtgcc 


900 


ctgtgtggtg 


ttgtcatggg 


gatgataatt 


gttttcttca 


aatccaaagg 


gaaaatccag 


S~ f\ 

960 


gcggaactgg 


a - 

actggagaag 


aaagcacgga 


caggcagaat 


tgagagacgc 


ccggaaacac 


1020 


gcagtggagg 


tgactctgga 


tccagagacg 


gctcacccga 


agctctgcgt 


ttctgatctg 


1080 


aaaactgtaa 


cccatagaaa 


agctccccag 


gaggtgcctc 


actctgagaa 


gagatttaca 


1140 


aggaagagtg 


tggtggcttc 


tcagggtttc 


caagcaggga 


aacattactg 


ggaggtggac 


1200 


gtggg^caaa 


atgtagggtg 


gtatgtggga 


gtgtgtcggg 


atgacgtaga 


cagggggaag 


1260 


aacaatgtga 


ctttgtctcc 


caacaatggg 


tattgggtcc 


tcagactgac 


aacagaacat 


132 0 


ttgtatttca 


cattcaatcc 


ccattttatc 


agcctccccc 


ccagcacccc 


tcctacacga 


1380 


gtaggggtct 


tcctggacta 


tgagggtggg 


accatctcct 


tcttcaatac 


aaatgaccag 


■1 A A t~\ 

1440 


tcccttattt 


ataccctgct 


gacatgtcag 


tttgaaggct 


fcgttgagacc 


ctatatccag 


1500 


catgcgatgt 


atgacgagga 


aaaggggact 


i 

cccatattca 


tatgtccagt 


gtcctgggga 


1560 


tgagacagag 


aagaccctgc 


ttaaagggcc 


ccacaccaca 


gacccagaca 


cagccaaggg 


162 0 


agagtgctcc 


cgacaggtgg 


ccccagcttc 


ctctccggag 


cctgcgcaca 


gagagtcacg 


1680 


ccccccactc 


tcctttaggg 


agctgaggtt 


cttctgccct 


gagccctgca 


gcagcggcag 


1740 


tcacagcttc 


cagatgaggg 


gggattggcc 


tgaccctgtg 


ggagtcagaa 


gccatggctg 


1800 


ccctgaagtg 


gggacggaat 


agactcacat 


taggtttagt 


ttgtgaaaac 


tccatccagc 


1860 


taagcgatct 


tgaacaagtc 


acaacctccc 


aggctcctca 


tttgctagtc 


acggacagtg 


1920 


attcctgcct 


cacaggtgaa 


gattaaagag 


acaacgaatg 


tgaatcatgc 


ttgcaggttt 


1980 


gagggcacag 


tgtttgctaa 


tgatgtgttt 


ttatattata 


cattttccca 


ccataaactc 


2040 


tgtttgctta 


ttccaaaaaa 


aaaaaaaaaa 








2070 
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<400> 30 

ccgagtgtcc acaccctgtg cgtctctctg tcctgccagc actgagggct catccatccg 60 

cagagcaggg cagtgggagg agacgcc atg acc ccc ate etc acg gtc ctg ate 114 

Met Thr Pro lie Leu Thr Val Leu lie 
1 5 

tgt etc ggg ctg agt ctg ggc ccc agg acc cac gtg cag gca ggg cac 162 
Cys Leu Gly Leu Ser Leu Gly Pro Arg Thr His Val Gin Ala Gly His 
10 15 20 25 

etc ccc aag ccc acc etc tgg get gag cca ggc tct gtg ate ate cag 210 
Leu Pro Lys Pro Thr Leu Trp Ala Glu Pro Gly Ser Val lie lie Gin 

30 35 40 

gga agt cct gtg acc etc agg tgt cag ggg age ctt cag get gag gag 25 8 

Gly Ser Pro Val Thr Leu Arg Cys Gin Gly Ser Leu Gin Ala Glu Glu 

45 50 ^ 55 

tac cat eta tat agg gaa aac aaa tea gca tec tgg gtt aga egg ata 306 
Tyr His Leu Tyr Arg Glu Asn Lys Ser Ala Ser Trp Val Arg Arg lie 
60 65 70 

caa gag cct ggg aag aat ggc cag ttc ccc ate cca tec ate acc tgg 354 
Gin Glu Pro Gly Lys Asn Gly Gin Phe Pro lie Pro Ser lie Thr Trp 
75 80 85 

gaa cac gca ggg egg tat cac tgt cag tac tac age cac aat cac tea 402 
Glu His Ala Gly Arg Tyr His Cys Gin Tyr Tyr Ser His Asn His Ser 
90 95 100 105 

tea gag tac agt gac ccc ctg gag ctg gtg gtg aca gga gee tac age 45 0 

Ser Glu Tyr Ser Asp Pro Leu Glu Leu Val Val Thr Gly Ala Tyr Ser 

110 115 120 

aaa ccc acc etc tea get ctg ccc age cct gtg gtg acc tta gga ggg 4 98 

Lys Pro Thr Leu Ser Ala Leu Pro Ser Pro Val Val Thr Leu Gly Gly 

125 130 135 

aac gtg acc etc cag tgt gtc tea cag gtg gca ttt gac ggc ttc att 54 6 

Asn Val Thr Leu Gin Cys Val Ser Gin Val Ala Phe Asp Gly Phe lie 
140 145 150 

ctg tgt aag gaa gga gaa gat gaa cac cca caa cgc ctg aac tec cat 594 
Leu Cys Lys Glu Gly Glu Asp Glu His Pro Gin Arg Leu Asn Ser His 
155 160 165 

tec cat gee cgt ggg tgg tec tgg gee ate ttc tec gtg ggc ccc gtg 64 2 

Ser His Ala Arg Gly Trp Ser Trp Ala lie Phe Ser Val Gly Pro Val 
170 175 180 185 

age ccg agt cgc agg tgg teg tac agg tgc tat get tat gac teg aac 690 
Ser Pro Ser Arg Arg Trp Ser Tyr Arg Cys Tyr Ala Tyr Asp Ser Asn 

190 195 200 

tct ccc tat gtg tgg tct eta ccc agt gat etc ctg gag etc ctg gtc 73 8 

Ser Pro Tyr Val Trp Ser Leu Pro Ser Asp Leu Leu Glu Leu Leu Val 

205 210 215 



cca ggt gtt tct aag aag cca tea etc tea gtg cag cca ggt cct atg 
Pro Gly Val Ser Lys Lys Pro Ser Leu Ser Val Gin Pro Gly Pro Met 
220 225 230 
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9 fc 9 gcc cct ggg gag age ctg acc etc cag tgt gtc tct gat gtc ggc 83 4 

Val Ala Pro Gly Glu Ser Leu Thr Leu Gin Cys Val Ser Asp Val Gly 
235 240 245 

tac gac aga ttt gtt ctg tat aag gag gga gaa cgt gac ttc etc cag 8 82 

Tyr Asp Arg Phe Val Leu Tyr Lys Glu Gly Glu Arg Asp Phe Leu Gin 

250 255 260 265 

cgc cct ggt tgg cag ccc cag get ggg etc tec cag gcc aac ttc acc 93 0 

Arg Pro Gly Trp Gin Pro Gin Ala Gly Leu Ser Gin Ala Asn Phe Thr 

270 275 280 

ctg ggc cct gtg age ccc tec cac ggg ggc cag tac aga tgc tac agt 97 8 

Leu Gly Pro Val Ser Pro Ser His Gly Gly Gin Tyr Arg Cys Tyr Ser 

285 290 295 

gca cac aac etc tec tec gag tgg teg gcc ccc agt gac ccc ctg gac 102 6 

Ala His Asn Leu Ser Ser Glu Trp Ser Ala Pro Ser Asp Pro Leu Asp 
300 305 310 

ate ctg ate aca gga cag ttc tat gac aga ccc tct etc teg gtg cag 1074 

lie Leu lie Thr Gly Gin Phe Tyr Asp Arg Pro Ser Leu Ser Val Gin 
315 320 325 

ccg gtc ccc aca gta gcc cca gga aag aac gtg acc ctg ctg tgt cag 112 2 

Pro Val Pro Thr Val Ala Pro Gly Lys Asn Val Thr Leu Leu Cys Gin 

330 335 340 345 

tea egg ggg cag ttc cac act ttc ctt ctg acc aag gag ggg gca ggc 117 0 

Ser Arg Gly Gin Phe His Thr Phe Leu Leu Thr Lys Glu Gly Ala Gly 

350 355 360 

cat ccc cca ctg cat ctg aga tea gag cac caa get cag cag aac cag 1218 

His Pro Pro Leu His Leu Arg Ser Glu His Gin Ala Gin Gin Asn Gin 

365 370 375 

get gaa ttc cgc atg ggt cct gtg acc tea gcc cac gtg ggg acc tac 1266 

Ala Glu Phe Arg Met Gly Pro Val Thr Ser Ala His Val Gly Thr Tyr 
380 385 390 

aga tgc tac age tea etc age tec aac ccc tac ctg ctg tct etc ccc 1314 

Arg Cys Tyr Ser Ser Leu Ser Ser Asn Pro Tyr Leu Leu Ser Leu Pro 
395 400 405 

agt gac ccc ctg gag etc gtg gtc tea gca tec eta ggc caa cac ccc 1362 

Ser Asp Pro Leu Glu Leu Val Val Ser Ala Ser Leu Gly Gin His Pro 

410 415 420 425 

cag gat tac aca gtg gag aat etc ate cgc atg ggt gtg get ggc ttg 1410 

Gin Asp Tyr Thr Val Glu Asn Leu lie Arg Met Gly Val Ala Gly Leu 

430 435 440 

gtc ctg gtg gtc etc ggg att ctg eta ttt gag get cag cac age cag 145 8 

Val Leu Val Val Leu Gly lie Leu Leu Phe Glu Ala Gin His Ser Gin 

445 450 455 

aga age eta caa gat gca gcc ggg agg tga acagcagaga ggacaatgea 15 08 

Arg Ser Leu Gin Asp Ala Ala Gly Arg 
460 465 



tacttcagcg tggtggagcc tcagggacag atctgatgat cccaggaggc tctggaggac 1568 
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aatctaggac ctacattatc tggactgtat gctggtcatt tctagagaca gcaatcaata 162 8 
tttgagtgta aggaaactgt ctggggtgat tcctagaaga tcattaaact gtggtacatfc 168 8 
tttttgtc 1696 



<210> 31 

<211> 466 

<212> PRT 

<213> Homo sapiens 

<400> 31 

Met Thr Pro lie Leu Thr Val Leu lie Cys Leu Gly Leu Ser Leu Gly 
15 10 15 



Pro Arg Thr His Val Gin Ala Gly His Leu Pro Lys Pro Thr Leu Trp 

20 25 30 



Ala Glu Pro Gly Ser Val lie lie Gin Gly Ser Pro Val Thr Leu Arg 
35 40 45 



Cys Gin Gly Ser Leu Gin Ala Glu Glu Tyr His Leu Tyr Arg Glu Asn 
5 0 55 60 



Lys Ser Ala Ser Trp Val Arg Arg lie Gin Glu Pro Gly Lys Asn Gly 
65 70 75 80 



Gin Phe Pro He Pro Ser He Thr Trp Glu His Ala Gly Arg Tyr His 

85 90 95 



Cys Gin Tyr Tyr Ser His Asn His Ser Ser Glu Tyr Ser Asp Pro Leu 

100 105 110 



Glu Leu Val Val Thr Gly Ala Tyr Ser Lys Pro Thr Leu Ser Ala Leu 
115 120 125 



Pro Ser Pro Val Val Thr Leu Gly Gly Asn Val Thr Leu Gin Cys Val 
130 135 140 



Ser Gin Val Ala Phe Asp Gly Phe lie Leu Cys Lys Glu Gly Glu Asp 
145 150 155 160 



Glu His Pro Gin Arg Leu Asn Ser His Ser His Ala Arg Gly Trp Ser 

165 170 175 



Trp Ala He Phe Ser Val Gly Pro Val Ser Pro Ser Arg Arg Trp Ser 

180 185 190 



WO 2005/085851 



PCT/US2005/007519 



Tyr Arg Cys Tyr 
195 



Pro Ser Asp Leu 
210 



Ser Leu Ser Val 
225 



Thx Leu Gin Cys 



Lys Glu Gly Glu 

260 



Ala Gly Leu Ser 
275 



His Gly Gly Gin 
290 



Trp Ser Ala Pro 
305 



Tyr Asp Arg Pro 



Gly Lys Asn Val 

340 



Phe Leu Leu Thr 
355 



Ser Glu His Gin 
370 



Val Thr Ser Ala 
385 



Ser Asn Pro Tyr 



Val Ser Ala Ser 

420 



Ala Tyr Asp Ser 

200 



Leu Glu Leu Leu 
215 



Gin Pro Gly Pro 
230 



Val Ser Asp Val 
245 



Arg Asp Phe Leu 



Gin Ala Asn Phe 

280 



Tyr Arg Cys Tyr 
295 



Ser Asp Pro Leu 
310 



Ser Leu Ser Val 
325 



Thr Leu Leu Cys 



Lys Glu Gly Ala 

360 



Ala Gin Gin Asn 
375 



His Val Gly Thr 
390 



Leu Leu Ser Leu 
405 



Leu Gly Gin His 
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Asn Ser Pro Tyr 



Val Pro Gly Val 

220 



Met Val Ala Pro 

235 



Gly Tyr Asp Arg 
250 



Gin Arg Pro Gly 
265 



Thr Leu Gly Pro 



Ser Ala His Asn 

300 



Asp lie Leu lie 
315 



Gin Pro Val Pro 
330 



Gin Ser Arg Gly 
345 



Gly His Pro Pro 



Gin Ala Glu Phe 

380 



Tyr Arg Cys Tyr 
395 



Pro Ser Asp Pro 
410 



Pro Gin Asp Tyr 
425 



Val Trp Ser Leu 
205 



Ser Lys Lys Pro 



Gly Glu Ser Leu 

240 



Phe Val Leu Tyr 
255 



Trp Gin Pro Gin 
270 



Val Ser Pro Ser 
285 



Leu Ser Ser Glu 



Thr Gly Gin Phe 

320 



Thr Val Ala Pro 
335 



Gin Phe His Thr 
350 



Leu His Leu Arg 
365 



Arg Met Gly Pro 



Ser Ser Leu Ser 

400 



Leu Glu Leu Val 
415 



Thr Val Glu Asn 
430 



Leu lie Arg Met Gly Val Ala Gly Leu Val Leu Val Val Leu Gly lie 
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435 440 445 



Leu Leu Phe Glu Ala Gin His Ser Gin Arg Ser Leu Gin Asp Ala Ala 
450 455 460 



Gly Arg 
465 



